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Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N VGDVQEVGLVDNTGPVSASTVASNVGSDQEVADVTR Y 3 3570.7285 3571.7429 1.0144 -1.0034 3.10 6.43 0.579 0 1 46 140 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D ADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 2900.3159 2900.3270 0.0111 0 3.82 4.526 0.626 0 1 27 56 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D ADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 2900.3159 2901.3255 1.0096 -1.0034 2.16 5.38 0.606 0 1 29 56 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6686 1.0055 -1.0034 0.61 5.573 0.4 0 1 52 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6867 0.0236 0 6.64 4.861 0.367 0 1 48 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6696 0.0065 0 1.82 4.377 0.437 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6699 0.0068 0 1.92 3.568 0.473 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3554.6627 1.9996 -2.0067 -2.01 3.36 0.474 0 1 16 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6564 -0.0067 0 -1.89 5.436 0.517 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6681 0.0050 0 1.40 7.219 0.502 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6696 0.0065 0 1.82 5.89 0.53 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6747 0.0116 0 3.26 6.588 0.543 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6641 0.0010 0 0.27 6.444 0.589 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6780 0.0149 0 4.19 4.236 0.314 0.1 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6909 2.0278 -2.0067 5.93 4.796 0.345 0 1 47 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6850 0.0219 0 6.16 5.841 0.417 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6688 0.0057 0 1.61 6.084 0.56 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6575 -0.0056 0 -1.59 3.567 0.344 0.1 1 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6650 0.0019 0 0.52 6.897 0.482 0 1 54 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6682 0.0050 0 1.42 6.313 0.397 0 1 56 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6747 0.0116 0 3.26 7.123 0.543 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6909 2.0278 -2.0067 5.93 6.7 0.491 0 1 53 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6740 0.0108 0 3.05 5.944 0.489 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6714 0.0083 0 2.33 5.819 0.527 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6729 0.0097 0 2.74 6.851 0.589 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6688 0.0057 0 1.61 5.386 0.45 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6754 0.0123 0 3.47 6.627 0.567 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6685 0.0054 0 1.51 6.901 0.525 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6718 0.0087 0 2.44 6.368 0.543 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6707 0.0076 0 2.13 5.627 0.468 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6626 -0.0005 0 -0.14 5.932 0.496 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6802 0.0171 0 4.81 6.167 0.467 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6707 0.0076 0 2.13 6.024 0.541 0 1 43 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6662 1.0031 -1.0034 -0.08 5.299 0.331 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6612 -0.0020 0 -0.55 5.641 0.551 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6773 0.0141 0 3.98 5.512 0.558 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6721 0.0090 0 2.54 4.131 0.404 0 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6582 0.9950 -1.0034 -2.34 4.217 0.323 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6703 0.0072 0 2.02 4.999 0.556 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6652 0.0021 0 0.58 6.65 0.514 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6603 0.9972 -1.0034 -1.72 5.134 0.349 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6765 0.0134 0 3.77 4.443 0.355 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3552.6583 -0.0048 0 -1.36 2.841 0.426 0 1 18 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6703 0.0072 0 2.02 4.968 0.429 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6663 0.0032 0 0.89 6.356 0.552 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6725 0.0094 0 2.64 5.58 0.483 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6776 0.0145 0 4.08 4.934 0.343 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6743 0.0112 0 3.16 4.868 0.504 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6721 0.0090 0 2.54 4.154 0.364 0 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6645 0.0013 0 0.37 3.829 0.395 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3553.6485 0.9854 -1.0034 -5.05 3.95 0.461 0 1 18 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6652 0.0021 0 0.58 5.965 0.522 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6730 1.0099 -1.0034 1.85 5.678 0.433 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6909 1.0278 -1.0034 6.87 4.63 0.391 0 1 40 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6594 1.9962 -2.0067 -2.94 4.601 0.353 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6579 0.9948 -1.0034 -2.41 5.179 0.419 0 1 43 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6491 -0.0141 0 -3.96 3.751 0.281 0.1 1 26 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6751 0.0119 0 3.36 6.369 0.545 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6525 -0.0106 0 -2.98 5.712 0.461 0 1 52 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6641 0.0010 0 0.27 5.883 0.495 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6754 0.0123 0 3.47 4.461 0.39 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6791 0.0160 0 4.50 6.002 0.479 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6740 1.0109 -1.0034 2.12 4.765 0.408 0 1 47 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6710 0.0079 0 2.23 5.76 0.519 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6699 0.0068 0 1.92 6.4 0.549 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6842 0.0211 0 5.94 5.068 0.542 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6743 0.0112 0 3.16 5.934 0.477 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6710 0.0079 0 2.23 4.049 0.413 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6718 0.0087 0 2.44 4.57 0.331 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6762 0.0130 0 3.67 6.406 0.542 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6586 -0.0045 0 -1.26 5.122 0.389 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6681 0.0050 0 1.40 5.834 0.5 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6674 0.0043 0 1.20 6.746 0.524 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6751 0.0119 0 3.36 6.494 0.476 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6882 1.0250 -1.0034 6.11 4.228 0.335 0 1 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6623 -0.0009 0 -0.25 6.032 0.554 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6612 -0.0020 0 -0.55 5.925 0.52 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6740 0.0108 0 3.05 5.263 0.439 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6593 -0.0038 0 -1.07 6.003 0.409 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6755 0.0124 0 3.48 5.595 0.493 0 1 51 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6681 0.0050 0 1.40 3.64 0.328 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6692 0.0061 0 1.71 6.465 0.523 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 5.407 0.446 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6776 0.0145 0 4.08 5.11 0.384 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6645 0.0013 0 0.37 6.495 0.53 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6736 0.0105 0 2.95 3.505 0.312 0 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 5.184 0.392 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6750 0.0119 0 3.34 5.589 0.397 0 1 44 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6699 0.0068 0 1.92 5.656 0.467 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6772 1.0141 -1.0034 3.02 4.904 0.351 0 1 43 180 2 0 1

Supplementary Table 3. 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.



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6672 1.0041 -1.0034 0.20 4.773 0.353 0 1 52 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6613 -0.0018 0 -0.51 5.634 0.437 0 1 47 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6721 1.0089 -1.0034 1.57 5.413 0.473 0 1 49 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6711 1.0080 -1.0034 1.30 5.873 0.469 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6641 0.0010 0 0.27 4.885 0.405 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6729 0.0097 0 2.74 6.423 0.538 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6718 0.0087 0 2.44 5.833 0.488 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6674 0.0043 0 1.20 4.439 0.473 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6765 0.0134 0 3.77 6.17 0.516 0 1 42 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6776 0.0145 0 4.08 4.63 0.436 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3553.6852 1.0220 -1.0034 5.26 3.443 0.532 0 1 17 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6619 -0.0012 0 -0.35 6.124 0.542 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6710 0.0079 0 2.23 6.006 0.559 0 1 43 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6751 0.0119 0 3.36 6.589 0.555 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 4.962 0.362 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6663 0.0032 0 0.89 4.028 0.445 0 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6699 0.0068 0 1.92 6.038 0.545 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6677 0.0046 0 1.30 5.874 0.553 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6703 0.0072 0 2.02 4.96 0.413 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6747 0.0116 0 3.26 6.116 0.49 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6641 0.0010 0 0.27 3.764 0.252 0.1 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6696 0.0065 0 1.82 5.529 0.508 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6806 0.0174 0 4.91 5.187 0.475 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6669 0.0038 0 1.07 5.251 0.339 0 1 48 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6696 0.0065 0 1.82 5.842 0.503 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6747 0.0116 0 3.26 6.363 0.535 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6582 -0.0050 0 -1.40 4.024 0.37 0.1 1 39 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6762 0.0130 0 3.67 6.01 0.514 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6765 0.0134 0 3.77 6.195 0.562 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 5.996 0.514 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6857 0.0226 0 6.35 4.805 0.368 0 2 26 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6780 0.0149 0 4.19 6.1 0.549 0 1 42 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6634 0.0002 0 0.06 5.221 0.472 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6659 0.0028 0 0.79 5.771 0.49 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6743 0.0112 0 3.16 5.63 0.478 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6772 0.0141 0 3.96 4.383 0.265 0.3 1 35 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6685 0.0054 0 1.51 5.966 0.515 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6779 2.0148 -2.0067 2.28 3.684 0.292 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6762 1.0131 -1.0034 2.74 6.646 0.529 0 1 58 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6670 0.0039 0 1.09 6.042 0.46 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6804 1.0172 -1.0034 3.91 4.84 0.372 0 1 40 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6699 0.0068 0 1.92 6.844 0.501 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6524 -0.0108 0 -3.03 5.468 0.477 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6628 0.9997 -1.0034 -1.04 4.609 0.329 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6688 0.0057 0 1.61 6.102 0.549 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6747 0.0116 0 3.26 5.54 0.508 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6663 0.0032 0 0.89 4.27 0.43 0 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6662 1.0031 -1.0034 -0.08 4.435 0.325 0.1 2 38 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6597 -0.0034 0 -0.97 6.647 0.512 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6707 0.0076 0 2.13 5.596 0.498 0 1 42 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6667 0.0036 0 1.01 5.025 0.411 0 1 48 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6723 0.0092 0 2.59 4.22 0.327 0.2 1 42 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 5.157 0.434 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6730 0.0099 0 2.79 5.817 0.452 0 1 50 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6751 0.0119 0 3.36 4.74 0.191 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6579 0.9948 -1.0034 -2.41 5.247 0.362 0 1 44 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6703 0.0072 0 2.02 5.873 0.464 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6721 0.0090 0 2.54 5.389 0.446 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6582 -0.0049 0 -1.38 6.545 0.549 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6718 0.0087 0 2.44 4.349 0.438 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6736 0.0105 0 2.95 4.272 0.393 0 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6732 0.0101 0 2.85 3.388 0.26 0 1 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6612 -0.0020 0 -0.55 6.115 0.547 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6621 1.9989 -2.0067 -2.19 4.978 0.287 0 1 39 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6688 0.0057 0 1.61 5.555 0.486 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6795 0.0163 0 4.60 6.143 0.58 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6670 0.0039 0 1.09 4.859 0.444 0 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3552.6661 0.0030 0 0.84 4.502 0.44 0 1 19 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6667 1.0036 -1.0034 0.06 5.391 0.379 0 1 47 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6619 -0.0012 0 -0.35 5.47 0.503 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6758 0.0127 0 3.57 6.873 0.575 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6637 0.0006 0 0.17 5.738 0.477 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6721 0.0090 0 2.54 6.227 0.47 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6645 1.0014 -1.0034 -0.56 4.174 0.311 0.1 1 41 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6630 0.9999 -1.0034 -0.97 4.705 0.343 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6842 0.0211 0 5.94 5.947 0.558 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6555 0.9923 -1.0034 -3.10 4.966 0.427 0 1 44 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6634 0.0002 0 0.06 4.342 0.312 0.1 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6752 1.0121 -1.0034 2.47 5.115 0.339 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6743 0.0112 0 3.16 5.421 0.501 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6725 0.0094 0 2.64 5.054 0.517 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3553.6820 1.0189 -1.0034 4.36 5.411 0.592 0 1 21 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6824 0.0193 0 5.42 6.141 0.497 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6688 0.0057 0 1.61 6.712 0.58 0 1 42 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6621 0.9989 -1.0034 -1.24 6.091 0.537 0 1 54 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6672 1.0041 -1.0034 0.20 5.046 0.334 0 1 44 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6740 0.0108 0 3.05 6.204 0.515 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6637 0.0006 0 0.17 6.166 0.54 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6706 0.0075 0 2.10 6.389 0.497 0 1 52 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6740 0.0108 0 3.05 4.148 0.26 0 1 26 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6721 0.0090 0 2.54 5.711 0.497 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6735 0.0104 0 2.93 6.373 0.542 0 1 55 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6608 -0.0023 0 -0.64 4.661 0.405 0 1 40 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6710 0.0079 0 2.23 4.671 0.402 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6754 0.0123 0 3.47 4.827 0.488 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6674 0.0043 0 1.20 5.802 0.52 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6674 0.0043 0 1.20 4.417 0.239 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6648 0.0017 0 0.48 5.583 0.494 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6765 0.0134 0 3.77 4.533 0.384 0 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3553.6839 1.0208 -1.0034 4.91 3.409 0.422 0 1 19 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6813 0.0182 0 5.12 5.578 0.529 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6718 0.0087 0 2.44 5.888 0.53 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6681 0.0050 0 1.40 6.667 0.578 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6740 0.0108 0 3.05 6.925 0.537 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6549 -0.0082 0 -2.31 5.473 0.352 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6818 1.0187 -1.0034 4.32 6.087 0.445 0 1 50 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6696 0.0065 0 1.82 5.706 0.515 0 1 37 120 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6789 1.0158 -1.0034 3.50 4.7 0.3 0 1 39 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6711 1.0080 -1.0034 1.30 5.617 0.528 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6674 0.0043 0 1.20 6.075 0.535 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6972 0.0341 0 9.60 6.319 0.425 0 1 53 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6659 0.0028 0 0.79 6.069 0.533 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6754 0.0123 0 3.47 7.454 0.556 0 1 44 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6637 0.0006 0 0.17 6.613 0.479 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6645 1.0014 -1.0034 -0.56 6.155 0.504 0 1 51 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6601 -0.0031 0 -0.86 5.688 0.469 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6643 0.0011 0 0.32 4.292 0.28 0 1 41 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6725 0.0094 0 2.64 6.097 0.547 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6718 0.0087 0 2.44 6.524 0.538 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6508 -0.0123 0 -3.46 5.551 0.367 0 1 47 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6586 -0.0045 0 -1.28 6.301 0.561 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 4.115 0.318 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6833 1.0202 -1.0034 4.74 4.395 0.382 0 1 49 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6630 -0.0001 0 -0.04 4.402 0.398 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6630 -0.0001 0 -0.04 6.487 0.491 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6634 0.0002 0 0.06 6.234 0.518 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6696 0.0065 0 1.82 6.471 0.466 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6762 0.0130 0 3.67 6.275 0.538 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6762 0.0130 0 3.67 4.598 0.468 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6909 2.0278 -2.0067 5.93 5.908 0.577 0 1 47 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6703 0.0072 0 2.02 5.163 0.51 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6685 0.0054 0 1.51 6.582 0.568 0 1 45 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6685 0.0054 0 1.51 5.469 0.455 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6663 0.0032 0 0.89 6.759 0.549 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6751 0.0119 0 3.36 6.995 0.548 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6710 0.0079 0 2.23 6.848 0.579 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6818 1.0187 -1.0034 4.32 5.389 0.354 0 1 41 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6772 1.0141 -1.0034 3.02 4.955 0.339 0.2 1 39 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6509 0.9878 -1.0034 -4.39 4.311 0.319 0 2 36 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 6.002 0.5 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6666 0.0035 0 0.99 6.287 0.505 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6688 0.0057 0 1.61 3.607 0.337 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6831 0.0200 0 5.63 7.539 0.575 0 1 42 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6582 0.9950 -1.0034 -2.34 4.526 0.251 0 2 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6732 0.0101 0 2.85 4.282 0.413 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6821 1.0190 -1.0034 4.39 6.202 0.493 0 1 50 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6659 0.0028 0 0.79 6.364 0.528 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6842 0.0211 0 5.94 6.369 0.53 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6637 0.0006 0 0.17 6.499 0.511 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6582 -0.0049 0 -1.38 6.203 0.529 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6714 0.0083 0 2.33 6.055 0.514 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6594 0.9962 -1.0034 -2.00 5.559 0.425 0 1 41 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6688 0.0057 0 1.61 3.914 0.306 0.2 1 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6645 0.0013 0 0.37 5.947 0.471 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6703 0.0072 0 2.02 6.298 0.581 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 6.088 0.533 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6684 1.0053 -1.0034 0.54 4.134 0.346 0.1 1 43 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6655 0.0024 0 0.68 7.111 0.558 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6685 0.0054 0 1.51 3.712 0.292 0.2 16 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6780 0.0149 0 4.19 6.034 0.532 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6625 0.9994 -1.0034 -1.11 5.604 0.394 0 1 49 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6626 -0.0005 0 -0.14 6.208 0.509 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6732 0.0101 0 2.85 5.262 0.484 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6182 1.9550 -2.0067 -14.54 6.239 0.339 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6714 0.0083 0 2.33 6.882 0.509 0 1 40 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6652 0.0021 0 0.58 6.247 0.508 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6582 0.9950 -1.0034 -2.34 4.885 0.344 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6652 0.0021 0 0.58 5.922 0.461 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6626 -0.0005 0 -0.14 5.409 0.515 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6860 0.0229 0 6.43 5.758 0.441 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6655 0.0024 0 0.68 4.433 0.424 0 1 26 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6641 0.0010 0 0.27 4.174 0.292 0 1 26 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6662 1.0031 -1.0034 -0.08 4.587 0.419 0 1 44 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6718 0.0087 0 2.44 6.683 0.548 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6762 0.0130 0 3.67 5.621 0.446 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6703 0.0072 0 2.02 5.957 0.458 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6751 0.0119 0 3.36 5.772 0.445 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6623 0.9992 -1.0034 -1.17 5.429 0.388 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6751 0.0119 0 3.36 6.917 0.578 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6674 0.0043 0 1.20 5.371 0.456 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6686 0.0055 0 1.55 6.398 0.49 0 1 49 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6740 0.0108 0 3.05 4.303 0.384 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6707 0.0076 0 2.13 6.069 0.494 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6736 0.0105 0 2.95 6.179 0.515 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6509 0.9878 -1.0034 -4.39 4.422 0.394 0 1 45 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6909 2.0278 -2.0067 5.93 4.309 0.327 0 1 44 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6699 0.0068 0 1.92 6.27 0.532 0 1 42 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6655 0.0024 0 0.68 6.519 0.511 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6955 2.0323 -2.0067 7.21 3.248 0.363 0 2 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6582 0.9950 -1.0034 -2.34 4.672 0.289 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6685 0.0054 0 1.51 6.474 0.547 0 1 42 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6729 0.0097 0 2.74 6.621 0.563 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6623 -0.0009 0 -0.25 6.281 0.536 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6710 0.0079 0 2.23 4.796 0.374 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6582 0.9950 -1.0034 -2.34 5 0.464 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6648 0.0017 0 0.48 6.265 0.491 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6564 -0.0067 0 -1.89 6.511 0.498 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6780 0.0149 0 4.19 5.533 0.481 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6769 0.0138 0 3.88 6.483 0.522 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6740 0.0108 0 3.05 6.556 0.553 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6655 0.0024 0 0.68 3.992 0.279 0.1 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6754 0.0123 0 3.47 6.761 0.57 0 1 44 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6804 0.0172 0 4.85 5.47 0.444 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6641 0.0010 0 0.27 4.733 0.403 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6703 0.0072 0 2.02 6 0.492 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6509 1.9878 -2.0067 -5.33 5.461 0.402 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6619 -0.0012 0 -0.35 6.498 0.472 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6667 1.0036 -1.0034 0.06 4.849 0.345 0 2 38 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6787 1.0155 -1.0034 3.43 5.695 0.485 0 1 50 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6601 -0.0030 0 -0.85 5.484 0.42 0 1 48 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6774 1.0143 -1.0034 3.07 5.665 0.528 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6718 0.0087 0 2.44 6.87 0.486 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6638 0.0006 0 0.18 5.348 0.409 0 1 43 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6835 0.0204 0 5.73 5.673 0.538 0 1 39 120 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6659 0.0028 0 0.79 6.133 0.534 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6674 0.0043 0 1.20 7.113 0.574 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3554.6782 2.0150 -2.0067 2.35 5.704 0.562 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6666 0.0035 0 0.99 6.509 0.573 0 1 43 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6732 0.0101 0 2.85 7.101 0.559 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6776 0.0145 0 4.08 5.46 0.491 0 1 35 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6511 0.9879 -1.0034 -4.34 6.345 0.37 0 1 51 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6681 0.0050 0 1.40 5.439 0.502 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6909 1.0278 -1.0034 6.87 4.208 0.323 0 8 36 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6732 0.0101 0 2.85 3.959 0.223 0 1 28 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6509 0.9878 -1.0034 -4.39 4.555 0.256 0 1 40 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6696 1.0065 -1.0034 0.89 4.938 0.263 0 1 43 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3552.6743 0.0111 0 3.14 3.765 0.159 0.3 1 41 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6634 0.0002 0 0.06 3.005 0.249 0.4 3 24 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6582 0.9950 -1.0034 -2.34 3.256 0.253 0 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6909 1.0278 -1.0034 6.87 3.321 0.223 0.4 1 38 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6754 0.0123 0 3.47 3.244 0.241 0.1 3 23 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6621 0.9989 -1.0034 -1.24 4.401 0.235 0 2 38 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6509 0.9878 -1.0034 -4.39 4.427 0.298 0.1 19 34 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6641 0.0010 0 0.27 3.176 0.245 0.1 6 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3554.6652 2.0021 -2.0067 -1.29 4.019 0.249 0.1 6 37 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6832 1.0201 -1.0034 4.72 3.052 0.256 0 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6882 1.0250 -1.0034 6.11 3.422 0.223 0.7 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9992 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6518 0.9887 -1.0034 -4.13 3.914 0.156 0.4 1 38 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9986 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6829 1.0198 -1.0034 4.62 2.94 0.221 0.1 2 26 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9982 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3553.6742 1.0110 -1.0034 2.17 2.265 0.298 0 1 15 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9975 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6757 1.0126 -1.0034 2.61 3.859 0.109 0.2 1 43 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9973 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6552 0.9921 -1.0034 -3.17 3.575 0.258 0.4 51 32 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9969 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6621 0.9989 -1.0034 -1.24 3.841 0.1 0.7 1 38 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9951 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6743 0.0112 0 3.16 3.213 0.112 0.2 3 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9949 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6758 0.0127 0 3.57 3.476 0.115 0.8 10 23 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9949 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6637 0.0006 0 0.17 3.159 0.094 0.4 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9946 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6677 0.0046 0 1.30 2.888 0.124 0.9 2 23 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9936 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 4 3552.6631 3553.6655 1.0024 -1.0034 -0.28 3.324 0.136 1.6 5 36 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9926 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3554.6817 2.0186 -2.0067 3.35 2.197 0.244 0.1 1 15 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9917 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 2 3552.6631 3553.6627 0.9996 -1.0034 -1.06 1.906 0.278 0 1 15 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9862 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3553.6882 1.0250 -1.0034 6.11 3.269 0.141 1.2 13 24 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9861 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6699 0.0068 0 1.92 2.496 0.148 0.8 13 23 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9771 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6641 0.0010 0 0.27 2.536 0.086 0.3 2 24 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9389 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6696 0.0065 0 1.82 2.838 0.021 7 4 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9157 R ADYNFQEAEDLEITVEDENGLEVTNEIVVQK T 3 3552.6631 3552.6699 0.0068 0 1.92 2.607 0.014 1.6 3 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9875 V DDTASDDLIVNEQFR L 2 1736.7853 1737.5054 0.7201 -1.0034 -163.07 2.236 0.44 0 1 13 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4437 -0.0014 0 -0.40 4.38 0.365 0 1 30 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4547 0.0096 0 2.83 5.009 0.466 0 1 35 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4478 0.0027 0 0.78 5.704 0.509 0 1 41 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 4 3400.4451 3400.4450 -0.0001 0 -0.03 3.756 0.326 0.1 8 37 198 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 5.704 0.528 0 1 36 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 3.297 0.315 0 1 28 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 4.087 0.443 0 1 31 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4525 0.0074 0 2.18 5.951 0.498 0 1 40 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 2 3400.4451 3401.4454 1.0003 -1.0034 -0.89 3.842 0.555 0 1 22 66 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4481 0.0030 0 0.89 4.721 0.493 0 1 33 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4459 0.0008 0 0.24 5.972 0.599 0 1 44 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 4.349 0.346 0 1 28 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 3.881 0.338 0 1 32 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3402.4582 2.0130 -2.0067 1.87 5.104 0.478 0 1 35 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 4.766 0.413 0 1 36 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4481 0.0030 0 0.89 7.005 0.666 0 1 47 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4511 0.0059 0 1.75 3.084 0.332 0.1 1 28 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 3.171 0.319 0.1 1 27 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 4.326 0.317 0 1 29 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3402.4582 2.0130 -2.0067 1.87 4.413 0.48 0 1 32 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4514 0.0063 0 1.86 5.785 0.599 0 1 35 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4514 0.0063 0 1.86 6.182 0.635 0 1 40 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4489 0.0038 0 1.10 5.452 0.47 0 1 32 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4584 0.0133 0 3.90 5.649 0.47 0 1 35 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4445 -0.0006 0 -0.19 4.189 0.424 0 1 32 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4394 -0.0058 0 -1.70 5.104 0.437 0 1 33 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4540 0.0089 0 2.61 4.572 0.392 0 1 33 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 4.651 0.295 0 1 32 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4413 0.9962 -1.0034 -2.11 4.207 0.438 0 1 29 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4514 0.0063 0 1.86 3.648 0.361 0.1 2 30 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4743 1.0291 -1.0034 7.58 4.666 0.515 0 1 31 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4416 -0.0036 0 -1.05 3.894 0.349 0 1 31 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4724 1.0273 -1.0034 7.05 4.355 0.361 0 2 30 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 3.875 0.302 0 1 32 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4580 0.0129 0 3.80 6.254 0.512 0 1 40 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4536 0.0085 0 2.50 5.4 0.558 0 1 31 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4492 0.0041 0 1.21 6.366 0.569 0 1 37 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 2 3400.4451 3402.4654 2.0203 -2.0067 4.01 5.004 0.501 0 1 24 66 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 3.558 0.36 0 6 26 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4578 1.0127 -1.0034 2.74 4.583 0.489 0 1 30 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4503 0.0052 0 1.53 5.368 0.584 0 1 41 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4765 1.0313 -1.0034 8.23 3.535 0.328 0 1 31 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 4.316 0.318 0 1 29 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4441 -0.0010 0 -0.30 4.894 0.511 0 1 40 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4591 0.0140 0 4.12 4.266 0.414 0 1 29 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4647 1.0196 -1.0034 4.78 4.479 0.478 0 1 36 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 2 3400.4451 3400.4552 0.0101 0 2.96 3.742 0.609 0 1 23 66 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4269 -0.0182 0 -5.36 5.516 0.538 0 1 36 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 2 3400.4451 3400.4430 -0.0022 0 -0.63 4.797 0.551 0 1 23 66 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 2 3400.4451 3402.4654 2.0203 -2.0067 4.01 4.84 0.496 0 1 24 66 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4467 0.0016 0 0.46 3.562 0.475 0 1 29 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4313 -0.0138 0 -4.07 4.869 0.56 0 1 33 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4456 0.0005 0 0.13 4.9 0.507 0 1 33 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4339 -0.0113 0 -3.31 4.109 0.395 0 1 30 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4503 0.0052 0 1.53 6.547 0.651 0 1 43 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4416 -0.0036 0 -1.05 3.474 0.323 0 1 31 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4482 0.0030 0 0.90 5.429 0.497 0 1 34 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 3.853 0.394 0 1 33 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 2 3400.4451 3401.4571 1.0120 -1.0034 2.54 4.95 0.561 0 1 24 66 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4478 0.0027 0 0.78 5.78 0.466 0 1 36 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4467 0.0016 0 0.46 5.644 0.482 0 1 39 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4514 0.0063 0 1.86 5.059 0.495 0 1 33 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4463 0.0012 0 0.35 3.413 0.226 0.1 1 30 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4584 0.0133 0 3.90 3.372 0.221 0.7 1 29 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 3.077 0.28 0 1 28 132 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4682 1.0230 -1.0034 5.79 3.172 0.246 0.1 1 29 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4496 0.0045 0 1.32 3.296 0.195 0 1 27 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4397 -0.0054 0 -1.59 3.028 0.234 0.2 2 25 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9987 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4474 0.0023 0 0.67 3.365 0.148 0 2 26 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9963 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3402.4359 1.9908 -2.0067 -4.67 3.148 0.188 0.1 6 30 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9899 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4646 0.0195 0 5.73 2.882 0.164 0.2 78 21 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9876 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4618 1.0167 -1.0034 3.92 3.035 0.115 0.1 1 29 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9681 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4372 -0.0080 0 -2.34 2.647 0.138 0.4 141 22 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9627 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.4571 1.0119 -1.0034 2.52 2.516 0.107 1.2 1 26 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 E DGGNFGSNTDIGQLQK V 2 1649.7645 1649.7662 0.0017 0 1.02 3.581 0.418 0 1 18 30 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 N DGYASGGSHASSVTVR D 2 1549.7121 1549.7124 0.0003 0 0.16 2.843 0.445 0 1 17 30 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9970 N DGYASGGSHASSVTVR D 2 1549.7121 1549.7254 0.0133 0 8.60 2.208 0.425 0 1 13 30 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9930 N DGYASGGSHASSVTVR D 2 1549.7121 1550.7054 0.9933 -1.0034 -6.47 2.417 0.444 0 1 15 30 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9301 N DGYASGGSHASSVTVR D 2 1549.7121 1549.7454 0.0333 0 21.50 1.788 0.344 0 2 10 30 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 D DLIVNEQFR L 2 1132.5876 1132.5886 0.0010 0 0.86 3.446 0.297 0 1 15 16 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9989 D DLIVNEQFR L 2 1132.5876 1132.5891 0.0015 0 1.29 2.896 0.309 0 1 15 16 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9986 D DLIVNEQFR L 2 1132.5876 1132.5877 0.0001 0 0.10 2.775 0.313 0 1 15 16 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9976 D DLIVNEQFR L 2 1132.5876 1132.5896 0.0019 0 1.72 2.636 0.306 0 1 15 16 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 4.357 0.348 0 1 26 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 4.941 0.42 0 1 29 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.777 0.323 0 2 28 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.614 0.333 0.1 2 28 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.6982 1.9847 -2.0067 -5.62 4.489 0.358 0 1 30 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.694 0.313 0 8 25 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3904.7221 0.0086 0 2.21 3.811 0.169 0 1 30 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.431 0.232 0.1 1 27 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 4.212 0.225 0 10 24 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 4.357 0.224 0.2 14 26 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9994 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3905.7082 0.9947 -1.0034 -2.20 4.373 0.193 0.1 8 27 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9992 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.166 0.228 0.1 2 27 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9992 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.461 0.228 0.3 6 25 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9991 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.869 0.21 0 11 26 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9948 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 2.732 0.173 0.9 1 26 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9926 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3905.7382 1.0247 -1.0034 5.48 3.014 0.151 1.8 2 25 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9822 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.519 0.086 0.5 3 27 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9820 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.839 0.046 0.2 1 29 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9809 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.902 0.04 0.2 1 28 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9807 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.34 0.116 0.4 10 25 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9712 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 2.934 0.117 0.9 6 26 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9376 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3905.7382 1.0247 -1.0034 5.48 3.418 0.122 0.2 347 20 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9365 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.6982 1.9847 -2.0067 -5.62 3.073 0.146 0.6 403 19 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9252 R DNNDYELIEIDGSNTVSVDGDDTFSEEDVVLSQGSK G 3 3904.7134 3906.7282 2.0147 -2.0067 2.06 3.178 0.04 0.5 3 24 140 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6356 0.0003 0 0.22 3.147 0.409 0 1 18 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6367 0.0014 0 1.11 3.449 0.493 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6364 0.0011 0 0.91 3.413 0.469 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.41 0.378 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1234.6454 1.0101 -1.0034 5.49 3.162 0.442 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6389 0.0036 0 2.89 3.65 0.471 0 1 18 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.79 0.411 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.832 0.361 0 1 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 3.09 0.444 0 1 18 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6254 -0.0099 0 -8.01 3.046 0.372 0 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1234.6654 1.0301 -1.0034 21.70 3.098 0.348 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6254 -0.0099 0 -8.01 2.695 0.307 0 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1234.6454 1.0101 -1.0034 5.49 3.32 0.384 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6368 0.0015 0 1.21 3.487 0.499 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6314 -0.0039 0 -3.15 3.079 0.476 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.809 0.328 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6373 0.0020 0 1.60 3.615 0.489 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 3.439 0.479 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6360 0.0006 0 0.52 3.264 0.421 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 1 1233.6353 1233.6387 0.0034 0 2.75 3.3 0.423 0 1 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.45 0.427 0 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6336 -0.0017 0 -1.36 2.6 0.425 0 2 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.379 0.348 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6366 0.0012 0 1.01 3.225 0.408 0 1 18 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6380 0.0027 0 2.20 3.452 0.461 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6356 0.0003 0 0.22 2.676 0.323 0.1 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 3 1233.6353 1233.6382 0.0028 0 2.31 2.97 0.303 0 1 23 40 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6356 0.0003 0 0.22 2.731 0.321 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6368 0.0015 0 1.21 3.249 0.341 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 1 1233.6353 1233.6392 0.0039 0 3.15 3.103 0.438 0 1 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6371 0.0017 0 1.41 3.684 0.455 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6415 0.0061 0 4.97 2.611 0.413 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6335 -0.0018 0 -1.46 2.79 0.387 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 3.106 0.282 0.1 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6379 0.0026 0 2.10 2.965 0.403 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6340 -0.0013 0 -1.07 3.281 0.425 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6456 0.0103 0 8.33 2.795 0.315 0 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1234.6454 1.0101 -1.0034 5.49 2.969 0.403 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1234.6454 1.0101 -1.0034 5.49 3.11 0.342 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.7655 0.1302 0 105.50 2.58 0.375 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6254 -0.0099 0 -8.01 2.796 0.41 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6379 0.0026 0 2.10 3.227 0.363 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.707 0.333 0 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6406 0.0053 0 4.28 3.388 0.449 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 3.085 0.445 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6373 0.0020 0 1.60 2.887 0.427 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1234.6454 1.0101 -1.0034 5.49 3.358 0.313 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.599 0.408 0 1 18 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1234.6372 1.0019 -1.0034 -1.21 3.66 0.489 0 1 18 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K DNVIVAFVDSR G 2 1233.6353 1233.6364 0.0011 0 0.91 3.312 0.471 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.409 0.295 0.1 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 K DNVIVAFVDSR G 2 1233.6353 1234.6374 1.0021 -1.0034 -1.01 2.923 0.348 0 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.453 0.312 0.1 1 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.587 0.31 0 1 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.444 0.318 0 2 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 K DNVIVAFVDSR G 2 1233.6353 1234.8654 1.2301 -1.0034 183.83 3.216 0.271 0 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 K DNVIVAFVDSR G 2 1233.6353 1233.6369 0.0016 0 1.31 3.55 0.109 0.1 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.245 0.308 0 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.226 0.292 0.1 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 K DNVIVAFVDSR G 3 1233.6353 1234.6582 1.0228 -1.0034 15.80 2.863 0.233 0 1 20 40 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.241 0.308 0.1 1 15 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 K DNVIVAFVDSR G 2 1233.6353 1233.6375 0.0022 0 1.80 3.621 0.066 0.2 1 17 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 K DNVIVAFVDSR G 2 1233.6353 1233.6389 0.0036 0 2.89 3.742 0.059 0.2 1 18 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9992 K DNVIVAFVDSR G 2 1233.6353 1233.6241 -0.0112 0 -9.08 2.454 0.24 0 9 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9982 K DNVIVAFVDSR G 2 1233.6353 1233.6454 0.0101 0 8.21 2.135 0.241 0.1 6 13 20 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9954 K DNVIVAFVDSR G 2 1233.6353 1233.6378 0.0025 0 2.00 2.279 0.206 0.8 30 13 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9941 K DNVIVAFVDSR G 2 1233.6353 1235.7054 2.0701 -2.0067 51.41 3.157 0.108 0 3 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9936 K DNVIVAFVDSR G 2 1233.6353 1233.1454 -0.4899 0 -397.10 1.813 0.241 1.7 7 12 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9905 K DNVIVAFVDSR G 2 1233.6353 1233.6382 0.0028 0 2.30 1.978 0.13 1.3 1 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D DSSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3215.4127 3215.4149 0.0022 0 0.69 3.962 0.506 0 1 42 124 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D DSSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3215.4127 3215.4197 0.0070 0 2.17 3.996 0.521 0 1 40 124 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D DSSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3215.4127 3215.4160 0.0033 0 1.03 4.046 0.487 0 1 47 124 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D DTASDDLIVNEQFR L 2 1621.7584 1621.7586 0.0002 0 0.13 4.177 0.515 0 1 22 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 D DTFSEEDVVLSQGSK G 2 1639.7577 1639.7654 0.0077 0 4.71 3.845 0.387 0 1 19 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D DTLTTSDFNSGVSGATALR V 2 1911.9174 1911.9190 0.0016 0 0.85 4.818 0.385 0 1 26 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D DTLTTSDFNSGVSGATALR V 2 1911.9174 1911.9201 0.0027 0 1.42 5.155 0.62 0 1 29 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D DTLTTSDFNSGVSGATALR V 2 1911.9174 1911.9194 0.0020 0 1.04 4.869 0.568 0 1 28 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D DTLTTSDFNSGVSGATALR V 2 1911.9174 1911.9218 0.0044 0 2.31 5.246 0.592 0 1 29 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G DVTGSTLQTSSSGPDAFVR A 2 1923.9174 1923.9172 -0.0002 0 -0.11 4.825 0.522 0 1 24 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 L EDGGNFGSNTDIGQLQK V 2 1778.8071 1778.8073 0.0002 0 0.13 4.037 0.418 0 1 22 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 L EDGGNFGSNTDIGQLQK V 2 1778.8071 1778.8066 -0.0005 0 -0.29 3.853 0.357 0 1 17 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDD L 2 1605.7006 1605.7014 0.0008 0 0.48 3.964 0.526 0 1 18 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9662 R EQILANTVDDTASDD L 2 1605.7006 1605.6999 -0.0007 0 -0.44 2.913 0.185 0.1 1 15 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2647 0.0140 0 5.38 5.835 0.605 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 5.474 0.467 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2533 0.0026 0 1.00 5.781 0.565 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2495 -0.0013 0 -0.48 5.072 0.426 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2531 0.0024 0 0.93 5.931 0.477 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2568 0.0061 0 2.33 6.886 0.587 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 6.022 0.521 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.977 0.543 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.671 0.535 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2486 -0.0022 0 -0.83 6.143 0.507 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2508 0.0000 0 0.01 5.888 0.523 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 5.98 0.473 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2721 0.0213 0 8.19 5.582 0.597 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.929 0.512 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2610 0.0103 0 3.95 6.132 0.576 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 5.511 0.593 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.66 0.548 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2561 0.0053 0 2.05 6.185 0.586 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2595 0.0088 0 3.39 6.054 0.534 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2611 0.0104 0 3.98 5.831 0.606 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.506 0.505 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2916 0.0409 0 15.69 5.543 0.581 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2582 1.0074 -1.0034 1.57 6.076 0.526 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2522 0.0015 0 0.57 5.894 0.45 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2528 0.0020 0 0.78 5.232 0.532 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.866 0.525 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.505 0.552 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2445 0.9938 -1.0034 -3.68 5.559 0.526 0 1 28 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.309 0.552 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2592 0.0085 0 3.24 6.133 0.539 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.707 0.581 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.881 0.559 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2613 0.0106 0 4.07 4.672 0.238 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2557 0.0050 0 1.91 5.502 0.476 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2613 0.0106 0 4.07 4.383 0.325 0 1 20 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2586 0.0079 0 3.03 5.926 0.528 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.964 0.532 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2546 0.0039 0 1.49 5.535 0.505 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2596 0.0089 0 3.41 4.919 0.254 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.579 0.469 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 6.426 0.57 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2457 0.9950 -1.0034 -3.21 5.732 0.626 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 4.325 0.542 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.962 0.575 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2618 1.0111 -1.0034 2.97 5.504 0.596 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2442 -0.0066 0 -2.52 4.139 0.312 0 2 26 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.158 0.528 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2541 0.0033 0 1.28 5.704 0.531 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 6.368 0.542 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2528 0.0020 0 0.78 5.753 0.54 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.301 0.576 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2689 0.0182 0 6.97 5.902 0.615 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.615 0.482 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.011 0.553 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2657 0.0150 0 5.76 6.203 0.611 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.672 0.596 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2473 -0.0034 0 -1.32 5.6 0.47 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2517 0.0009 0 0.36 5.954 0.493 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2533 0.0026 0 1.00 6.058 0.547 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 6.342 0.534 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2524 0.0017 0 0.64 5.452 0.455 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.824 0.624 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.258 0.572 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.717 0.616 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2520 0.0013 0 0.50 5.569 0.475 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2588 0.0081 0 3.10 6.245 0.539 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.464 0.589 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2604 0.0096 0 3.69 5.013 0.309 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2765 0.0257 0 9.88 5.473 0.596 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 5.436 0.492 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.4 0.586 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2524 0.0017 0 0.64 6.531 0.585 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2591 0.0084 0 3.23 6.12 0.601 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2564 0.0057 0 2.19 5.626 0.514 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.27 0.498 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.354 0.577 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.052 0.558 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.275 0.512 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.513 0.58 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2526 0.0019 0 0.71 5.333 0.468 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.632 0.617 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.09 0.558 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.032 0.556 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2573 0.0066 0 2.54 6.38 0.582 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2579 0.0072 0 2.75 5.431 0.5 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.786 0.616 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2573 0.0066 0 2.54 6.126 0.534 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2597 0.0090 0 3.46 6.096 0.516 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2519 0.0011 0 0.43 6.612 0.523 0 1 35 88 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 5.977 0.518 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2550 0.0042 0 1.63 6.119 0.495 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2691 0.0184 0 7.07 5.867 0.616 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2546 0.0039 0 1.49 6.186 0.541 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.886 0.528 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2590 0.0083 0 3.17 6.371 0.549 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 6.583 0.531 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 6.222 0.564 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.396 0.547 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2566 0.0059 0 2.26 5.752 0.527 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2614 0.0107 0 4.09 7.022 0.569 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.432 0.61 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2652 1.0145 -1.0034 4.28 4.535 0.516 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.22 0.529 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2723 1.0216 -1.0034 7.00 4.707 0.54 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.699 0.574 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 4.582 0.556 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.812 0.584 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2577 0.0070 0 2.68 6.223 0.571 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2568 0.0061 0 2.33 6.062 0.564 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2454 0.9947 -1.0034 -3.31 4.811 0.529 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2559 0.0052 0 1.98 6.664 0.563 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2526 0.0019 0 0.71 6.381 0.538 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2674 0.0167 0 6.41 5.978 0.604 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 6.221 0.53 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.944 0.509 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2582 1.0074 -1.0034 1.57 6.309 0.447 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2638 0.0130 0 5.01 5.693 0.57 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2597 0.0090 0 3.46 6.394 0.57 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2547 0.0040 0 1.54 4.522 0.239 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2706 0.0199 0 7.63 5.643 0.594 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2414 0.9906 -1.0034 -4.88 5.607 0.46 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2568 0.0061 0 2.33 5.909 0.479 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.337 0.589 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 5.231 0.501 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2454 0.9947 -1.0034 -3.31 5.431 0.588 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.47 0.594 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2548 0.0041 0 1.56 4.232 0.434 0 1 26 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2564 0.0057 0 2.19 6.557 0.576 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2511 0.0004 0 0.15 6.24 0.539 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2590 0.0083 0 3.17 5.439 0.505 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2581 0.0074 0 2.82 6.299 0.546 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.643 0.579 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2533 0.0026 0 1.00 5.152 0.418 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.349 0.577 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.514 0.599 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2577 0.0070 0 2.68 5.648 0.573 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.096 0.584 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.505 0.611 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2559 0.0052 0 1.98 6.507 0.552 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2608 0.0101 0 3.88 4.298 0.222 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2752 0.0245 0 9.41 4.392 0.413 0 1 21 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2515 0.0008 0 0.29 5.184 0.507 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2511 0.0004 0 0.15 5.554 0.471 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.474 0.6 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.675 0.592 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.525 0.537 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2509 0.0002 0 0.08 5.847 0.501 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 3.917 0.526 0 1 19 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 5.627 0.514 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2640 0.0133 0 5.10 5.186 0.621 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 6.094 0.525 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2599 0.0091 0 3.51 5.887 0.609 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.429 0.571 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.171 0.558 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.359 0.556 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.855 0.546 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.161 0.534 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 6.423 0.548 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.717 0.534 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.687 0.585 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2618 0.0111 0 4.26 4.205 0.207 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.311 0.506 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2564 0.0057 0 2.19 5.686 0.511 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2584 0.0077 0 2.96 5.596 0.543 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 6.034 0.523 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2579 0.0072 0 2.75 5.948 0.547 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2546 0.0039 0 1.49 5.686 0.475 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 5.512 0.489 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 4.538 0.527 0 1 19 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2561 0.0053 0 2.05 5.556 0.485 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 5.624 0.573 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.079 0.545 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2557 0.0050 0 1.91 5.805 0.496 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2573 0.0066 0 2.54 6.32 0.571 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.053 0.568 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.845 0.594 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 5.364 0.46 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2583 0.0075 0 2.89 6.387 0.548 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2595 0.0088 0 3.39 6.324 0.552 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.174 0.524 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2701 0.0194 0 7.44 5.869 0.573 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.906 0.61 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.5 0.403 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.488 0.606 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2546 0.0039 0 1.49 6.015 0.545 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2568 0.0061 0 2.33 6.286 0.54 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2557 0.0050 0 1.91 5.739 0.522 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2621 0.0113 0 4.35 6.09 0.613 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2548 0.0041 0 1.56 6.003 0.534 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.463 0.584 0 1 28 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 6.289 0.553 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.923 0.553 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.3087 0.0580 0 22.25 5.848 0.638 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 5.949 0.507 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2513 0.0006 0 0.22 5.144 0.489 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2608 0.0101 0 3.88 6.082 0.626 0 1 26 44 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2548 0.0041 0 1.56 5.967 0.496 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.404 0.551 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 6.784 0.557 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2581 0.0074 0 2.82 6.32 0.541 0 1 40 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2517 0.0009 0 0.36 5.769 0.482 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2706 0.0199 0 7.63 5.712 0.59 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2616 0.0108 0 4.16 5.971 0.604 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2623 0.0116 0 4.44 4.66 0.325 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.229 0.557 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 6.173 0.571 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2596 0.0089 0 3.41 6.232 0.593 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.479 0.566 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2584 0.0077 0 2.96 6.511 0.568 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.522 0.547 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2599 0.0091 0 3.51 4.778 0.251 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.052 0.503 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2575 0.0068 0 2.61 6.635 0.544 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2491 -0.0016 0 -0.62 5.572 0.49 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2577 0.0070 0 2.68 6.334 0.541 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2577 0.0070 0 2.68 6.712 0.567 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 5.978 0.52 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2657 0.0150 0 5.76 5.787 0.596 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 6.388 0.548 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.712 0.593 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.418 0.57 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.813 0.6 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2699 0.0191 0 7.35 6.103 0.618 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 5.82 0.536 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 6.793 0.552 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2577 0.0070 0 2.68 5.997 0.533 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2550 0.0042 0 1.63 5.634 0.541 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2517 0.0009 0 0.36 5.259 0.466 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.518 0.61 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2566 0.0059 0 2.26 5.765 0.52 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 5.156 0.606 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.121 0.517 0 1 21 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2426 0.9919 -1.0034 -4.39 4.353 0.427 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2608 0.0101 0 3.88 6.202 0.552 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2579 0.0072 0 2.76 5.952 0.604 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 5.291 0.59 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2588 0.0081 0 3.10 6.102 0.52 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.726 0.483 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.622 0.59 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2493 -0.0014 0 -0.55 5.25 0.502 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.619 0.455 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2575 0.0068 0 2.61 6.691 0.596 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2633 0.0126 0 4.82 5.815 0.6 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2550 0.0043 0 1.63 4.304 0.211 0 1 19 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2561 0.0053 0 2.05 6.161 0.522 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.837 0.615 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2546 0.0039 0 1.49 6.074 0.533 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.418 0.582 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.719 0.578 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2581 0.0074 0 2.82 6.05 0.511 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 5.538 0.549 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.679 0.603 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 5.436 0.508 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2504 -0.0003 0 -0.13 5.713 0.502 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2581 0.0074 0 2.82 5.761 0.54 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 5.641 0.492 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 5.928 0.54 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2674 0.0167 0 6.41 6.016 0.61 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2579 0.0072 0 2.75 6.202 0.575 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.386 0.591 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2936 0.0428 0 16.44 5.573 0.609 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2599 0.0092 0 3.53 6.937 0.581 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2519 0.0011 0 0.43 5.143 0.5 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2584 0.0077 0 2.95 5.981 0.613 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2597 0.0090 0 3.46 6.37 0.543 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2513 0.0006 0 0.22 4.413 0.42 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2811 0.0304 0 11.66 5.668 0.603 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2603.3140 -1.9367 2 24.31 5.357 0.539 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2550 0.0042 0 1.63 4.118 0.243 0 2 28 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2564 0.0057 0 2.19 6.274 0.588 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2586 0.0079 0 3.03 6.031 0.542 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2548 0.0041 0 1.56 5.721 0.526 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2517 0.0009 0 0.36 5.752 0.549 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.68 0.559 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2603 0.0096 0 3.67 5.851 0.514 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 5.954 0.51 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 5.878 0.513 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2564 0.0057 0 2.19 6.24 0.526 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2559 0.0052 0 1.98 6.342 0.562 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2672 0.0165 0 6.32 5.789 0.613 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.8 0.566 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2502 -0.0005 0 -0.20 6.015 0.583 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 6.733 0.558 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 5.458 0.479 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.526 0.603 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2628 0.0121 0 4.63 6.08 0.62 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.257 0.562 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.085 0.552 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2550 0.0042 0 1.63 6.144 0.549 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2621 0.0113 0 4.35 5.955 0.606 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2623 0.0116 0 4.44 6.499 0.523 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2596 0.0089 0 3.41 5.744 0.587 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2566 0.0059 0 2.26 3.92 0.293 0.1 2 28 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.601 0.503 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2559 0.0052 0 1.98 4.672 0.422 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2573 0.0066 0 2.54 6.338 0.56 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2603 0.0096 0 3.67 6.207 0.543 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2547 0.0040 0 1.54 5.961 0.615 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 6.032 0.54 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.476 0.501 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2594 0.0086 0 3.32 5.976 0.604 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2509 0.0002 0 0.08 6.203 0.522 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2522 0.0015 0 0.57 5.978 0.552 0 1 37 88 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 6.307 0.554 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 6.591 0.58 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.595 0.582 0 1 28 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 4.984 0.464 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2575 0.0068 0 2.61 6.402 0.587 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.775 0.611 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.514 0.419 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2535 0.0028 0 1.07 5.706 0.533 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 4.141 0.34 0 1 29 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.083 0.542 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.929 0.524 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.24 0.525 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2568 0.0061 0 2.33 6.176 0.567 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2511 0.0004 0 0.15 5.62 0.526 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.271 0.531 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.766 0.631 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2625 1.0118 -1.0034 3.25 5.019 0.434 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2582 1.0074 -1.0034 1.57 4.769 0.353 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.778 0.62 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2546 0.0039 0 1.49 5.574 0.545 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2582 1.0074 -1.0034 1.57 5.667 0.436 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2573 0.0066 0 2.54 6.156 0.516 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2530 0.0022 0 0.85 5.611 0.469 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2559 0.0052 0 1.98 6.153 0.545 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 6.627 0.524 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2445 -0.0062 0 -2.38 6.092 0.536 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2487 -0.0020 0 -0.76 5.047 0.471 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2573 0.0066 0 2.54 6.113 0.532 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.138 0.542 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.946 0.53 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.79 0.548 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2581 0.0074 0 2.82 6.941 0.596 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2522 0.0015 0 0.57 6.084 0.51 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 4.908 0.494 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.178 0.554 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2589 0.0082 0 3.13 4.67 0.282 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 3.456 0.506 0 1 21 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.524 0.485 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2557 0.0050 0 1.91 4.358 0.235 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.612 0.454 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 6.539 0.582 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.004 0.502 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.595 0.527 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2590 0.0083 0 3.17 6.064 0.534 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 4.96 0.571 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.801 0.487 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 5.498 0.492 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.143 0.546 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.063 0.562 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.061 0.571 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2550 0.0042 0 1.63 5.744 0.544 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2740 0.0233 0 8.94 6.237 0.574 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2541 0.0033 0 1.28 4.138 0.352 0 1 28 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2535 0.0028 0 1.07 5.806 0.538 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2584 0.0077 0 2.96 6.304 0.513 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.832 0.599 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.729 0.5 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 5.338 0.492 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2643 0.0136 0 5.21 5.617 0.45 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.612 0.505 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.651 0.567 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2579 0.0072 0 2.75 6.501 0.548 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 5.794 0.52 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2484 -0.0024 0 -0.90 4.718 0.33 0 1 27 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.501 0.49 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2592 0.0085 0 3.24 5.59 0.479 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.196 0.562 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2497 -0.0011 0 -0.41 6.424 0.535 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2583 0.0075 0 2.89 6.216 0.56 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.578 0.597 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2557 0.0050 0 1.91 6.116 0.55 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2548 0.0041 0 1.56 6.431 0.553 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2508 0.0000 0 0.01 5.174 0.465 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2677 0.0170 0 6.51 5.815 0.588 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.438 0.607 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 4.956 0.572 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2530 0.0022 0 0.85 5.615 0.464 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2526 0.0019 0 0.71 4.339 0.331 0 4 27 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2535 0.0028 0 1.07 5.768 0.529 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 5.279 0.371 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2491 -0.0016 0 -0.62 5.587 0.505 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2617 0.0110 0 4.23 4.67 0.352 0 3 28 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.429 0.617 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2618 0.0111 0 4.26 5.883 0.615 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.452 0.558 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 6.068 0.514 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2557 0.0050 0 1.91 5.879 0.606 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.503 0.462 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2498 -0.0009 0 -0.34 5.368 0.565 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.844 0.62 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.76 0.589 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2528 0.0020 0 0.78 6.457 0.588 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.284 0.489 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.945 0.561 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.394 0.568 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.396 0.574 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2657 0.0150 0 5.76 5.578 0.492 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 5.623 0.525 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 5.685 0.516 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.161 0.574 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.409 0.591 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2716 0.0209 0 8.01 5.749 0.594 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2515 0.0008 0 0.29 5.568 0.523 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.698 0.524 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.226 0.54 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 5.984 0.583 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.153 0.514 0 1 26 44 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2684 0.0177 0 6.79 5.67 0.571 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.801 0.6 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2526 0.0019 0 0.71 6.188 0.523 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.85 0.516 0 1 28 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 6.155 0.545 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2584 0.0077 0 2.95 5.754 0.586 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2667 0.0160 0 6.13 6.248 0.533 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.076 0.546 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.886 0.547 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 6.518 0.545 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.062 0.499 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.569 0.491 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2608 0.0101 0 3.88 5.905 0.622 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2586 0.0079 0 3.03 6.403 0.537 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.815 0.556 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2689 0.0182 0 6.97 5.699 0.601 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.146 0.571 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2606 1.0099 -1.0034 2.50 5.17 0.491 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 6.123 0.604 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2526 0.0019 0 0.71 5.713 0.482 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.17 0.551 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2491 -0.0016 0 -0.62 5.138 0.356 0 1 26 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2550 0.0042 0 1.63 6.397 0.561 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.112 0.547 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2555 0.0048 0 1.84 6.182 0.54 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2504 -0.0003 0 -0.13 5.755 0.534 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.627 0.506 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2548 0.0041 0 1.56 4.951 0.4 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.309 0.54 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.742 0.531 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2561 0.0053 0 2.05 6.04 0.488 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 4.691 0.388 0 1 29 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2528 0.0020 0 0.78 5.982 0.48 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2515 0.0008 0 0.29 5.585 0.474 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.628 0.53 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2541 0.0033 0 1.28 4.705 0.43 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2553 0.0046 0 1.77 6.174 0.525 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2520 0.0013 0 0.50 5.872 0.57 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2511 0.0004 0 0.15 5.447 0.483 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2535 0.0028 0 1.07 5.906 0.546 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2597 0.0090 0 3.46 6.798 0.553 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 5.781 0.506 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2502 -0.0005 0 -0.20 6.052 0.51 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.26 0.537 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.683 0.52 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2579 0.0072 0 2.76 4.566 0.22 0 1 21 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.38 0.479 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 6.949 0.54 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2645 1.0138 -1.0034 4.00 5.372 0.585 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2506 -0.0002 0 -0.06 5.312 0.426 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2546 0.0039 0 1.49 6.127 0.528 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2498 -0.0009 0 -0.34 6.72 0.586 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 6.283 0.526 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2597 0.0090 0 3.46 5.727 0.521 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 5.823 0.514 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2599 0.0092 0 3.53 6.223 0.546 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.61 0.614 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 5.627 0.504 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 6.103 0.566 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2566 0.0059 0 2.26 6.533 0.544 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.629 0.597 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 5.616 0.538 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.536 0.564 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.831 0.62 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2564 0.0057 0 2.19 6.672 0.57 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2674 0.0167 0 6.41 5.804 0.594 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 5.846 0.55 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.102 0.519 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.769 0.5 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 5.719 0.497 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.639 0.518 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2647 0.0140 0 5.38 5.714 0.59 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2535 0.0028 0 1.07 6.269 0.53 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2582 1.0074 -1.0034 1.57 6.064 0.521 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2519 0.0011 0 0.43 5.247 0.48 0 1 30 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.511 0.602 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2542 0.0035 0 1.35 6.19 0.536 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2548 0.0041 0 1.56 6.399 0.542 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 5.989 0.551 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.382 0.618 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 4.608 0.523 0 1 21 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 6.074 0.626 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2454 1.9947 -2.0067 -4.60 6.367 0.571 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2696 0.0189 0 7.26 5.974 0.61 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2564 0.0057 0 2.19 6.395 0.578 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2597 0.0090 0 3.46 6.199 0.532 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2509 0.0002 0 0.08 4.515 0.294 0 2 28 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2694 0.0187 0 7.16 5.897 0.598 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 6.195 0.543 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.595 0.587 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2508 0.0000 0 0.01 5.488 0.516 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2584 0.0077 0 2.96 6.228 0.538 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 6.54 0.562 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.004 0.564 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2500 -0.0007 0 -0.27 5.662 0.534 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.569 0.538 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2573 0.0066 0 2.54 6.601 0.589 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2630 0.0123 0 4.73 5.646 0.606 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2582 1.0074 -1.0034 1.57 3.639 0.29 0 1 25 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 6.388 0.527 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2608 0.0101 0 3.88 5.601 0.543 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2579 0.0072 0 2.75 6.48 0.544 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2533 0.0026 0 1.00 5.687 0.478 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2454 0.9947 -1.0034 -3.31 4.379 0.531 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.418 0.574 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2643 0.0135 0 5.19 5.873 0.605 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.048 0.556 0 1 27 44 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2533 0.0026 0 1.00 6.613 0.544 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 6.064 0.531 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.384 0.564 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.638 0.587 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2491 -0.0016 0 -0.62 4.701 0.387 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2665 0.0157 0 6.04 4.355 0.425 0 1 19 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 5.796 0.518 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.567 0.588 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 5.741 0.518 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2533 0.0026 0 1.00 6.321 0.542 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.225 0.557 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 5.22 0.469 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2645 0.0138 0 5.29 5.74 0.581 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2623 0.0116 0 4.44 5.841 0.564 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.364 0.483 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2597 0.0090 0 3.46 6.665 0.587 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2640 0.0133 0 5.10 5.966 0.602 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.765 0.559 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.734 0.58 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 5.267 0.453 0 1 30 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.727 0.582 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2577 0.0070 0 2.68 6.104 0.539 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2575 0.0068 0 2.61 5.892 0.535 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.4 0.602 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2544 0.0037 0 1.42 5.273 0.408 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2528 0.0020 0 0.78 6.291 0.533 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 5.677 0.598 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2550 0.0042 0 1.63 6.059 0.545 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2931 0.0423 0 16.25 6.371 0.561 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2489 -0.0018 0 -0.69 5.418 0.442 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2553 0.0046 0 1.77 5.997 0.514 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 6.826 0.596 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2575 0.0068 0 2.61 5.781 0.572 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2572 0.0064 0 2.47 5.575 0.481 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2594 0.0086 0 3.31 6.146 0.502 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2508 0.0000 0 0.01 6.452 0.582 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2575 0.0068 0 2.61 6.468 0.576 0 1 37 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.159 0.537 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.678 0.61 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2546 0.0039 0 1.49 6.106 0.546 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2524 0.0017 0 0.64 6.472 0.558 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.135 0.557 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.906 0.523 0 1 28 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 4.518 0.555 0 1 21 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2497 -0.0011 0 -0.41 5.192 0.512 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2539 0.0031 0 1.21 5.718 0.51 0 1 40 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2054 0.9547 -1.0034 -18.66 4.564 0.535 0 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 5.79 0.528 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2561 0.0053 0 2.05 6.215 0.572 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2509 0.0002 0 0.08 5.773 0.545 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.324 0.542 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2581 0.0074 0 2.82 5.525 0.603 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2530 0.0022 0 0.85 6.581 0.525 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2904 0.0397 0 15.22 5.405 0.59 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 6.097 0.549 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.985 0.522 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.0030 0 1.14 4.627 0.374 0 8 26 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2522 0.0015 0 0.57 5.979 0.537 0 1 31 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2579 0.0072 0 2.75 6.025 0.55 0 1 39 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 3.609 0.491 0 1 21 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2562 0.0055 0 2.12 6.267 0.564 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2586 0.0079 0 3.03 5.317 0.494 0 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.007 0.508 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2606.2582 1.0074 -1.0034 1.57 5.534 0.543 0 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2586 0.0079 0 3.04 4.269 0.198 0 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2628 0.0121 0 4.63 5.887 0.598 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2515 0.0008 0 0.29 5.918 0.523 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.905 0.605 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2493 -0.0014 0 -0.55 5.261 0.421 0 1 32 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.51 0.587 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2784 0.0277 0 10.63 5.968 0.56 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2594 0.0086 0 3.32 5.935 0.591 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.947 0.493 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.035 0.565 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2564 0.0057 0 2.19 6.042 0.523 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.122 0.583 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.551 0.569 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2531 0.0024 0 0.93 5.48 0.538 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.509 0.603 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 5.602 0.495 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2541 0.0033 0 1.28 6.397 0.519 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2657 0.0150 0 5.76 5.447 0.591 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.787 0.604 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2618 1.0111 -1.0034 2.97 3.998 0.477 0 1 20 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2730 0.0223 0 8.57 5.639 0.622 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2674 0.0167 0 6.41 5.852 0.601 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2553 0.0046 0 1.77 5.949 0.497 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2570 0.0063 0 2.40 5.988 0.539 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2553 0.0046 0 1.77 6.045 0.491 0 1 38 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 6.395 0.546 0 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.994 0.532 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2548 0.0041 0 1.56 6.268 0.532 0 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2654 1.0147 -1.0034 4.37 5.13 0.546 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.08 5.752 0.517 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2551 0.0044 0 1.70 5.863 0.544 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2575 0.0068 0 2.61 5.883 0.505 0 1 36 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.76 6.397 0.579 0 1 25 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2854 1.0347 -1.0034 12.04 5.374 0.612 0 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2652 0.0145 0 5.57 5.671 0.59 0 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2254 0.9747 -1.0034 -10.99 2.488 0.449 0 1 15 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2606.2454 0.9947 -1.0034 -3.31 3.255 0.247 0 1 18 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2559 0.0052 0 1.98 4.269 0.148 0 3 27 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9978 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2596 0.0089 0 3.41 3.517 0.022 0.2 1 16 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9977 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2687 0.0179 0 6.88 2.775 0.11 0.3 1 17 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N FGSNTDIGQLQK V 2 1306.6517 1306.6543 0.0025 0 1.95 4.324 0.477 0 1 20 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N FGSNTDIGQLQK V 2 1306.6517 1306.6540 0.0023 0 1.76 4.291 0.441 0 1 19 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 N FGSNTDIGQLQK V 2 1306.6517 1307.6654 1.0137 -1.0034 7.94 4.285 0.427 0 1 20 22 1 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9828 N FGSNTDIGQLQK V 2 1306.6517 1306.6540 0.0023 0 1.76 3.245 0.152 0.8 1 19 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D FNSGVSGATALR V 2 1178.6044 1178.6058 0.0014 0 1.18 3.632 0.395 0 1 18 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 D FNSGVSGATALR V 2 1178.6044 1178.6045 0.0000 0 0.04 3.507 0.352 0 1 18 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 D FNSGVSGATALR V 2 1178.6044 1178.6054 0.0010 0 0.87 2.936 0.399 0 1 16 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 A FVNTIETGYAGGSSTGDQVR E 2 2057.9654 2057.9688 0.0034 0 1.66 4.978 0.592 0 1 28 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R GAGFTYSTGPTD S 2 1172.4986 1172.4991 0.0005 0 0.42 3.22 0.37 0 1 17 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R GAGFTYSTGPTD S 2 1172.4986 1172.5054 0.0068 0 5.82 3.074 0.382 0 1 17 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9995 R GAGFTYSTGPTD S 2 1172.4986 1172.5016 0.0029 0 2.50 3 0.383 0 1 17 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9993 R GAGFTYSTGPTD S 2 1172.4986 1172.4991 0.0005 0 0.42 2.968 0.369 0 1 15 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9632 R GAGFTYSTGPTD S 1 1172.4986 1172.5005 0.0019 0 1.63 2.329 0.354 0 1 14 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9586 R GAGFTYSTGPTD S 1 1172.4986 1172.5029 0.0042 0 3.61 2.24 0.339 0 1 14 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9446 R GAGFTYSTGPTD S 1 1172.4986 1172.4998 0.0012 0 1.01 2.129 0.287 0 1 15 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9310 R GAGFTYSTGPTD S 1 1172.4986 1172.4998 0.0012 0 1.01 1.947 0.291 0 1 15 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9994 R GAGFTYSTGPTDSNG G 2 1430.5950 1430.5934 -0.0017 0 -1.16 3.007 0.404 0 1 18 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9985 R GAGFTYSTGPTDSNG G 2 1430.5950 1430.5974 0.0024 0 1.65 3.038 0.345 0 1 17 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9955 R GAGFTYSTGPTDSNG G 2 1430.5950 1430.5959 0.0009 0 0.63 2.749 0.32 0 1 16 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R GAGFTYSTGPTDSNGG G 2 1487.6164 1487.6185 0.0021 0 1.40 3.473 0.447 0 1 19 30 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R GAGFTYSTGPTDSNGG G 2 1487.6164 1487.6157 -0.0007 0 -0.49 3.129 0.491 0 1 18 30 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GAGFTYSTGPTDSNGGGN G 2 1658.6808 1658.6847 0.0038 0 2.32 3.909 0.529 0 1 19 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GAGFTYSTGPTDSNGGGN G 2 1658.6808 1658.6825 0.0016 0 0.99 4.385 0.494 0 1 23 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9990 R GAGFTYSTGPTDSNGGGN G 2 1658.6808 1659.6744 0.9936 -1.0034 -5.89 3.223 0.448 0 1 21 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9932 R GAGFTYSTGPTDSNGGGN G 2 1658.6808 1659.6742 0.9933 -1.0034 -6.03 2.996 0.365 0 1 23 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GAGFTYSTGPTDSNGGGNGD S 2 1830.7292 1830.7318 0.0026 0 1.40 3.761 0.467 0 1 18 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GAGFTYSTGPTDSNGGGNGD S 2 1830.7292 1830.7286 -0.0006 0 -0.33 4.03 0.56 0 1 21 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GAGFTYSTGPTDSNGGGNGD S 2 1830.7292 1830.7325 0.0033 0 1.80 4.167 0.588 0 1 23 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GAGFTYSTGPTDSNGGGNGD S 2 1830.7292 1830.7275 -0.0017 0 -0.93 4.014 0.45 0 1 18 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GAGFTYSTGPTDSNGGGNGD S 2 1830.7292 1830.7282 -0.0010 0 -0.53 4.904 0.618 0 1 24 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GAGFTYSTGPTDSNGGGNGD S 2 1830.7292 1830.7281 -0.0011 0 -0.60 4.235 0.429 0 1 19 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9992 R GAGFTYSTGPTDSNGGGNGD S 2 1830.7292 1830.7300 0.0007 0 0.40 3.549 0.32 0 1 17 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GDDTFSEEDVVLSQGSK G 2 1811.8061 1811.8071 0.0010 0 0.54 4.711 0.567 0 1 24 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GDDTFSEEDVVLSQGSK G 2 1811.8061 1811.8073 0.0012 0 0.68 5.345 0.589 0 1 24 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GDDTFSEEDVVLSQGSK G 2 1811.8061 1811.8066 0.0005 0 0.27 4.579 0.594 0 1 24 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GGNFGSNTDIGQLQK V 2 1534.7376 1534.7380 0.0004 0 0.25 4.554 0.55 0 1 21 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GGNFGSNTDIGQLQK V 2 1534.7376 1534.7361 -0.0016 0 -1.02 4.412 0.536 0 1 21 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GGNFGSNTDIGQLQK V 2 1534.7376 1534.7373 -0.0003 0 -0.22 4.788 0.543 0 1 21 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GGNFGSNTDIGQLQK V 2 1534.7376 1534.7389 0.0012 0 0.81 5.081 0.505 0 1 22 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D GGNFGSNTDIGQLQK V 2 1534.7376 1534.7454 0.0078 0 5.10 3.75 0.449 0 1 17 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9983 D GGNFGSNTDIGQLQK V 2 1534.7376 1535.7293 0.9917 -1.0034 -7.58 3.777 0.357 0 1 20 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9915 D GGNFGSNTDIGQLQK V 2 1534.7376 1535.7210 0.9834 -1.0034 -12.99 3.497 0.295 0 1 17 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9030 D GGNFGSNTDIGQLQK V 2 1534.7376 1534.7373 -0.0003 0 -0.22 3.889 0.015 0.2 1 20 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K GGNSIVSLPGSYR I 2 1305.6677 1305.6693 0.0016 0 1.20 3.563 0.427 0 1 19 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K GGNSIVSLPGSYR I 2 1305.6677 1305.6715 0.0038 0 2.88 3.499 0.413 0 1 19 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K GGNSIVSLPGSYR I 2 1305.6677 1305.6701 0.0024 0 1.85 3.861 0.466 0 1 18 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K GGNSIVSLPGSYR I 2 1305.6677 1305.6710 0.0033 0 2.50 3.602 0.421 0 1 19 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9992 K GGNSIVSLPGSYR I 2 1305.6677 1306.6454 0.9777 -1.0034 -19.63 2.423 0.301 0 1 16 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9988 K GGNSIVSLPGSYR I 1 1305.6677 1305.6700 0.0022 0 1.72 2.319 0.312 0 3 13 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9981 K GGNSIVSLPGSYR I 1 1305.6677 1305.6727 0.0050 0 3.83 2.191 0.266 0.1 3 12 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9966 K GGNSIVSLPGSYR I 1 1305.6677 1305.6691 0.0014 0 1.07 2.504 0.144 0.5 5 12 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9963 K GGNSIVSLPGSYR I 2 1305.6677 1306.6454 0.9777 -1.0034 -19.63 2.304 0.239 0 1 16 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9935 K GGNSIVSLPGSYR I 1 1305.6677 1305.6709 0.0032 0 2.47 2.303 0.148 0.9 7 11 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9928 K GGNSIVSLPGSYR I 1 1305.6677 1305.6700 0.0022 0 1.72 2.469 0.358 0 50 10 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9898 K GGNSIVSLPGSYR I 2 1305.6677 1306.6454 0.9777 -1.0034 -19.63 2.226 0.195 0.1 1 15 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9848 K GGNSIVSLPGSYR I 2 1305.6677 1306.6454 0.9777 -1.0034 -19.63 2.174 0.182 0.1 1 17 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9657 K GGNSIVSLPGSYR I 3 1305.6677 1305.6682 0.0004 0 0.34 2.096 0.091 1.4 4 19 48 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N GGSGDVTGSTLQTSSSGPDAFVR A 2 2182.0138 2182.0157 0.0019 0 0.87 5.304 0.635 0 1 26 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N GGSGDVTGSTLQTSSSGPDAFVR A 2 2182.0138 2182.0194 0.0056 0 2.55 5.973 0.597 0 1 25 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N GGSGDVTGSTLQTSSSGPDAFVR A 2 2182.0138 2182.0140 0.0002 0 0.09 4.76 0.458 0 1 21 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N GGSGDVTGSTLQTSSSGPDAFVR A 2 2182.0138 2182.0184 0.0046 0 2.10 4.931 0.63 0 1 26 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N GGSGDVTGSTLQTSSSGPDAFVR A 2 2182.0138 2182.1054 0.0916 0 41.99 4.285 0.518 0 1 18 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9995 N GGSGDVTGSTLQTSSSGPDAFVR A 2 2182.0138 2182.0191 0.0053 0 2.44 3.912 0.314 0 1 20 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9945 N GLEVTNEIVVQK T 2 1327.7347 1328.6654 0.9307 -1.0034 -54.70 3.16 0.327 0.1 1 17 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9966 R GNAAAQVVSVDD D 2 1144.5360 1144.5454 0.0094 0 8.23 2.494 0.348 0 1 16 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDD S 2 1374.5899 1374.5893 -0.0006 0 -0.43 3.751 0.487 0 1 19 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDD S 2 1374.5899 1374.5902 0.0003 0 0.19 3.783 0.456 0 1 21 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R GNAAAQVVSVDDDD S 2 1374.5899 1374.5895 -0.0005 0 -0.34 3.556 0.39 0 1 19 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R GNAAAQVVSVDDDD S 2 1374.5899 1374.5915 0.0016 0 1.17 3.026 0.438 0 1 16 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R GNAAAQVVSVDDDD S 2 1374.5899 1374.5957 0.0058 0 4.19 3.369 0.373 0 1 19 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9763 R GNAAAQVVSVDDDD S 2 1374.5899 1374.5910 0.0011 0 0.81 2.568 0.245 0.3 1 18 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9496 R GNAAAQVVSVDDDD S 1 1374.5899 1374.5827 -0.0072 0 -5.24 2.046 0.362 0 1 13 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9068 0.0027 0 0.67 6.541 0.649 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9144 0.0104 0 2.54 7.449 0.664 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.906 0.595 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.6 0.59 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9079 0.0038 0 0.93 7.705 0.628 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.383 0.589 0 1 50 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.017 0.596 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.976 0.695 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.993 0.608 0 1 51 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.704 0.613 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.798 0.613 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.885 0.499 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9112 0.0071 0 1.74 7.442 0.682 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.755 0.621 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.327 0.624 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.338 0.33 0 1 41 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.207 0.656 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9166 0.0126 0 3.07 6.801 0.624 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9235 0.0195 0 4.75 5.348 0.426 0 14 36 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.777 0.61 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9055 0.0014 0 0.35 5.193 0.302 0 1 46 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.127 0.335 0.1 1 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9204 1.0164 -1.0034 3.18 5.597 0.571 0 1 36 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.235 0.435 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.16 0.596 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.415 0.603 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.487 0.612 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9024 -0.0017 0 -0.40 7.644 0.659 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.861 0.594 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.599 0.555 0 1 48 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9123 0.0082 0 2.00 7.346 0.659 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9049 0.0009 0 0.22 7.703 0.636 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.13 0.568 0 1 41 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.513 0.586 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.891 0.604 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9166 0.0126 0 3.07 6.859 0.651 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.981 0.62 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9074 1.0034 -1.0034 0.01 4.731 0.426 0 1 43 234 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.274 0.602 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9086 0.0046 0 1.11 7.254 0.652 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.844 0.615 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9024 -0.0017 0 -0.40 7.936 0.656 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9042 0.0002 0 0.04 6.905 0.636 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.796 0.608 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9201 0.0161 0 3.92 4.416 0.435 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.101 0.501 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.475 0.356 0.1 1 40 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.775 0.61 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.262 0.384 0 1 41 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9006 -0.0034 0 -0.84 4.507 0.39 0 1 48 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.241 0.551 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9090 0.0049 0 1.20 7.9 0.661 0 1 50 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.94 0.549 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.111 0.607 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.255 0.615 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.312 0.648 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.921 0.415 0 1 46 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9038 -0.0002 0 -0.05 7.013 0.605 0 1 41 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.052 0.4 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.267 0.632 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.138 0.417 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.474 0.63 0 1 52 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.8943 -0.0097 0 -2.37 6.619 0.578 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.979 0.692 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.134 0.625 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.8958 -0.0083 0 -2.01 6.944 0.604 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9177 0.0136 0 3.32 4.78 0.457 0 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.949 0.605 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.736 0.561 0 1 51 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.074 0.62 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.726 0.452 0 1 48 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.918 0.65 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.604 0.55 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9284 0.0244 0 5.94 4.65 0.309 0 1 46 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9064 0.0024 0 0.59 5.152 0.379 0 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.254 0.616 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.542 0.383 0 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.081 0.48 0 1 52 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9382 1.0341 -1.0034 7.50 2.986 0.331 0 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.603 0.611 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9226 0.0185 0 4.51 4.725 0.314 0 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9060 0.0020 0 0.49 7.125 0.623 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9177 0.0136 0 3.32 5.051 0.414 0 1 44 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9339 0.0298 0 7.26 8.456 0.671 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9038 -0.0002 0 -0.05 6.585 0.619 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9269 0.0229 0 5.58 4.915 0.386 0 1 50 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9035 -0.0006 0 -0.14 7.483 0.646 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.241 0.539 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.738 0.634 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9099 1.0058 -1.0034 0.61 4.295 0.34 0 1 41 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.081 0.608 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9196 0.0156 0 3.79 7.689 0.659 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.052 0.586 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.996 0.602 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.208 0.68 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.766 0.424 0 1 47 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 8.07 0.61 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.48 0.578 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9005 -0.0035 0 -0.85 7.519 0.65 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.308 0.62 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.872 0.545 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9216 0.0176 0 4.27 3.95 0.374 0 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.888 0.414 0 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9382 1.0341 -1.0034 7.50 3.715 0.367 0 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.528 0.302 0 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.947 0.662 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.067 0.6 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 4.182 0.477 0 1 33 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9108 0.0068 0 1.66 3.571 0.317 0.3 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9115 0.0075 0 1.83 7.275 0.64 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.023 0.277 0.3 1 47 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.559 0.609 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9177 0.0137 0 3.34 6.955 0.634 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9177 0.0137 0 3.34 7.642 0.67 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9130 0.0090 0 2.18 7.532 0.672 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.946 0.615 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.867 0.604 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.059 0.633 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.703 0.492 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9053 0.0013 0 0.31 6.847 0.625 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.469 0.566 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.014 0.565 0 1 41 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.807 0.605 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.692 0.632 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9211 0.0171 0 4.16 4.438 0.318 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.946 0.57 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.134 0.631 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.386 0.58 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.548 0.616 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.091 0.655 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.222 0.582 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.387 0.599 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.634 0.562 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.806 0.317 0 1 41 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.064 0.592 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.244 0.425 0 1 48 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.892 0.549 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9057 0.0016 0 0.40 7.228 0.641 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9090 0.0049 0 1.20 6.742 0.603 0 1 40 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9177 0.0136 0 3.32 5.021 0.4 0 1 44 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.634 0.67 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.828 0.668 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.348 0.596 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.205 0.33 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.38 0.405 0 1 42 234 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.186 0.677 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.8769 0.9728 -1.0034 -7.43 5.464 0.362 0 67 25 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.274 0.611 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.396 0.607 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9155 0.0115 0 2.81 7.448 0.655 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.136 0.675 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.883 0.66 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.766 0.464 0 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.296 0.566 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.962 0.558 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.247 0.625 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.051 0.527 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.324 0.328 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.716 0.583 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9251 0.0210 0 5.12 6.987 0.603 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.751 0.274 0.2 1 41 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.105 0.573 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.402 0.621 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9338 0.0298 0 7.25 5.21 0.431 0 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.472 0.653 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.554 0.367 0 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.41 0.572 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9057 0.0016 0 0.40 7.283 0.641 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.027 0.572 0 1 41 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.142 0.71 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.624 0.655 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.939 0.634 0 1 50 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9002 -0.0039 0 -0.94 7.387 0.638 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.627 0.634 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.415 0.642 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.972 0.633 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.79 0.502 0 1 49 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.001 0.625 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9159 0.0119 0 2.90 7.539 0.651 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.675 0.462 0 1 46 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.911 0.61 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.263 0.657 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.931 0.291 0 1 41 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.376 0.676 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9052 2.0011 -2.0067 -1.35 5.283 0.512 0 1 39 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.331 0.605 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.926 0.55 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.605 0.679 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9134 0.0093 0 2.27 7.64 0.634 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.332 0.605 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.442 0.573 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.882 0.505 0 1 50 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.977 0.611 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9155 0.0115 0 2.81 6.667 0.646 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9090 0.0049 0 1.20 7.463 0.666 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.932 0.643 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.252 0.633 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.68 0.591 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.205 0.602 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.229 0.612 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.275 0.492 0 1 44 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.969 0.631 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.88 0.661 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.646 0.605 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.634 0.568 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.549 0.61 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9148 0.0108 0 2.63 7.376 0.661 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.985 0.58 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.8987 -0.0053 0 -1.30 7.15 0.661 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.296 0.624 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.1 0.606 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9141 0.0101 0 2.45 7.772 0.67 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.786 0.61 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 8.035 0.617 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.724 0.384 0 2 40 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 2.485 0.398 0 1 24 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.155 0.638 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9216 0.0176 0 4.27 5.781 0.41 0 1 50 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.287 0.448 0 1 46 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9148 0.0108 0 2.63 7.312 0.677 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.169 0.624 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 3.74 0.404 0 1 32 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.211 0.598 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.192 0.601 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.035 0.597 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9068 0.0027 0 0.67 7.591 0.686 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9582 2.0541 -2.0067 11.55 3.489 0.413 0 1 32 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9090 0.0049 0 1.20 7.381 0.633 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.034 0.627 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.038 0.598 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.8909 1.9869 -2.0067 -4.83 3.813 0.272 0.8 1 40 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.588 0.581 0 1 50 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.598 0.572 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9079 0.0038 0 0.93 7.379 0.632 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.581 0.603 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9186 0.0146 0 3.56 5.212 0.419 0 1 47 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9101 0.0060 0 1.47 7.635 0.668 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.768 0.594 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.38 0.608 0 1 41 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.55 0.605 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9079 0.0038 0 0.93 7.511 0.651 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.396 0.551 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.534 0.583 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9020 -0.0020 0 -0.49 7.048 0.649 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.835 0.552 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.861 0.617 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.8918 -0.0122 0 -2.98 4.317 0.376 0 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.382 0.645 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9144 0.0104 0 2.54 7.69 0.614 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9101 0.0060 0 1.47 6.72 0.638 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9093 0.0053 0 1.29 7.382 0.62 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.836 0.333 0.1 3 39 234 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9130 0.0090 0 2.18 7.658 0.667 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.426 0.579 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.883 0.574 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.46 0.359 0 1 46 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 8.24 0.61 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9009 -0.0031 0 -0.76 7.939 0.676 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9035 -0.0005 0 -0.12 5.423 0.419 0 1 44 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9060 0.0020 0 0.49 7.551 0.641 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.88 0.281 0 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.373 0.562 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.859 0.441 0 1 47 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9451 2.0411 -2.0067 8.37 3.339 0.377 0 1 28 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.656 0.555 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9152 0.0112 0 2.73 3.805 0.283 0.1 1 40 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9159 0.0119 0 2.90 7.507 0.615 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9108 0.0068 0 1.65 8.363 0.692 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.356 0.585 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9082 0.0042 0 1.02 7.664 0.637 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.89 0.576 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.025 0.586 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.55 0.27 0 1 49 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 8.06 0.64 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.974 0.585 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9009 -0.0031 0 -0.76 7.449 0.655 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.589 0.611 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.906 0.623 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9159 0.0119 0 2.90 7.203 0.656 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.101 0.644 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.367 0.293 0 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.911 0.652 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.431 0.556 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.948 0.589 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9134 0.0093 0 2.27 7.032 0.668 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9013 -0.0028 0 -0.67 7.086 0.646 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.381 0.392 0 1 41 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9174 0.0134 0 3.25 7.027 0.638 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 5.88 0.52 0 1 53 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.803 0.712 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9147 0.0107 0 2.61 4.36 0.246 0.1 1 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9112 0.0071 0 1.74 7.342 0.641 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.431 0.363 0 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9046 0.0005 0 0.13 7.636 0.664 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.731 0.418 0 1 47 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9279 0.0239 0 5.82 4.693 0.425 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.229 0.522 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9042 0.0002 0 0.04 8.456 0.671 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.96 0.549 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.069 0.587 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.371 0.575 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.8684 0.9644 -1.0034 -9.48 4.675 0.303 0 29 26 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.536 0.616 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.21 0.549 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.911 0.613 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.397 0.56 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.572 0.618 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.506 0.615 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9192 0.0152 0 3.70 6.642 0.58 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.564 0.648 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.816 0.351 0 1 40 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.534 0.582 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.117 0.677 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9071 0.0031 0 0.76 7.423 0.652 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.288 0.59 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9108 0.0068 0 1.66 5.17 0.398 0 1 44 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.178 0.595 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.139 0.694 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.49 0.575 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9144 0.0104 0 2.54 7.472 0.646 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9148 0.0108 0 2.63 7.707 0.64 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.264 0.582 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9079 0.0038 0 0.93 6.896 0.638 0 1 42 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.078 0.618 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.55 0.606 0 1 50 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.873 0.59 0 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 7.504 0.648 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.408 0.593 0 1 41 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.699 0.618 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.126 0.633 0 1 50 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.664 0.604 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.428 0.618 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.604 0.598 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.575 0.625 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.24 0.552 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.718 0.571 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.545 0.597 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.938 0.621 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.826 0.645 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.369 0.608 0 1 40 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.937 0.556 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9174 0.0134 0 3.25 6.486 0.636 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.978 0.593 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9099 0.0058 0 1.42 4.603 0.326 0 8 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.945 0.598 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.914 0.324 0 6 38 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9016 -0.0024 0 -0.58 7.936 0.665 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9216 0.0176 0 4.27 5.294 0.531 0 1 46 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.469 0.556 0 1 41 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 6.704 0.603 0 1 44 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.682 0.574 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.901 0.284 0.2 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.673 0.631 0 1 50 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.9 0.588 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.28 0.34 0 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9093 0.0053 0 1.29 7.761 0.684 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.698 0.604 0 1 49 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4106.9126 0.0086 0 2.09 7.371 0.662 0 1 50 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.447 0.541 0 1 49 156 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 8.089 0.629 0 1 46 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.033 0.59 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.8982 1.9941 -2.0067 -3.06 7.544 0.61 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.541 0.608 0 1 48 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 6.735 0.596 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 6.894 0.628 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.611 0.603 0 1 47 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4108.9282 2.0241 -2.0067 4.25 7.585 0.635 0 1 45 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.329 0.32 0 7 37 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.426 0.262 0.1 1 44 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.8909 1.9869 -2.0067 -4.83 4.117 0.237 0.1 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.213 0.227 0.3 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.934 0.233 0.2 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.461 0.266 0.1 2 37 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.276 0.19 0.2 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.716 0.211 0.3 1 44 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.562 0.213 0.6 1 46 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9128 1.0088 -1.0034 1.32 4.172 0.217 0.1 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9309 1.0269 -1.0034 5.73 3.812 0.22 0.1 1 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9152 0.0112 0 2.73 3.556 0.238 0.2 9 34 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9289 0.0249 0 6.06 3.981 0.191 0.2 3 41 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.215 0.254 0.4 7 37 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9001 -0.0039 0 -0.96 3.741 0.241 0.1 11 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.416 0.205 0.2 2 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.8909 1.9869 -2.0067 -4.83 3.796 0.177 0.5 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 4.399 0.173 0.1 1 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9995 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9382 1.0341 -1.0034 7.50 2.414 0.338 0.1 11 21 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9994 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9382 1.0341 -1.0034 7.50 2.827 0.266 0 2 29 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9994 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9191 0.0151 0 3.68 3.029 0.239 0.8 20 35 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9988 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.8909 1.9869 -2.0067 -4.83 3.358 0.176 0.8 3 40 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9985 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.363 0.123 1.8 1 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9983 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.684 0.116 0.5 1 40 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9982 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.254 0.118 1.9 1 38 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9974 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.689 0.097 0.9 1 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9974 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.457 0.183 1 9 38 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9960 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 2.792 0.131 3.5 3 38 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9954 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 2.809 0.109 7.8 2 37 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9953 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 2.972 0.122 1.8 3 42 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9952 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.8972 -0.0069 0 -1.67 3.384 0.033 0.2 1 45 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9941 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.9040 4107.9082 1.0041 -1.0034 0.19 3.234 0.195 0.3 31 25 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9936 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9113 0.0073 0 1.78 4.135 0.162 0.1 49 32 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9931 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.406 0.16 0.3 14 36 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9926 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9011 0.9970 -1.0034 -1.53 3.552 0.189 0.4 24 36 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9916 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9387 0.0346 0 8.44 3.245 0.063 1.8 4 40 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9901 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 2.969 0.117 3.9 6 36 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9880 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.8909 1.9869 -2.0067 -4.83 3.567 0.204 0.6 86 37 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9880 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.8909 1.9869 -2.0067 -4.83 3.195 0.08 0.5 3 36 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9863 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.317 0.126 2.5 12 36 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9808 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.8909 1.9869 -2.0067 -4.83 3.62 0.156 0.8 42 35 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9805 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9260 1.0219 -1.0034 4.53 3.188 0.15 0.6 23 38 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9740 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9309 1.0269 -1.0034 5.73 3.188 0.139 2.7 24 35 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9716 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9309 1.0269 -1.0034 5.73 3.388 0.128 0.9 21 36 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9708 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9309 1.0269 -1.0034 5.73 3.506 0.078 0.3 6 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9687 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9309 1.0269 -1.0034 5.73 2.769 0.203 3 142 34 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9612 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4106.9216 0.0176 0 4.27 3.606 0.051 1.5 21 35 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9472 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4107.9309 1.0269 -1.0034 5.73 2.829 0.058 3.8 6 37 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9380 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.23 0.081 1.7 22 36 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9353 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 4 4106.9040 4108.9309 2.0269 -2.0067 4.91 3.085 0.13 1.6 81 35 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G GNFGSNTDIGQLQK V 2 1477.7161 1477.7162 0.0000 0 0.02 4.237 0.455 0 1 20 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G GNFGSNTDIGQLQK V 2 1477.7161 1477.7168 0.0006 0 0.44 4.15 0.434 0 1 20 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6874 0.0025 0 1.80 3.976 0.469 0 1 19 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6860 0.0012 0 0.85 4.226 0.476 0 1 20 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6866 0.0018 0 1.28 4.038 0.433 0 1 19 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6925 0.0077 0 5.46 3.838 0.426 0 1 18 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6841 -0.0008 0 -0.55 3.553 0.46 0 1 19 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9984 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6854 0.0006 0 0.45 3.157 0.318 0 1 16 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9978 D GNSGTDGVTLQTPR V 2 1401.6848 1402.6717 0.9869 -1.0034 -11.73 3.467 0.366 0 1 21 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9919 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6874 0.0025 0 1.80 3.829 0.153 0.3 1 18 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9918 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6859 0.0011 0 0.76 3.665 0.169 0.3 1 18 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9857 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6844 -0.0004 0 -0.29 3.693 0.135 0.2 1 16 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9933 D GQAPGKDNVIVAFVDSR G 3 1771.9217 1771.9282 0.0064 0 3.64 3.535 0.284 0 1 26 64 1 1 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GSNTVSVDGDDTFSEEDVVLSQGSK G 2 2571.1460 2571.1432 -0.0029 0 -1.11 4.752 0.509 0 1 28 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GSNTVSVDGDDTFSEEDVVLSQGSK G 2 2571.1460 2571.1485 0.0025 0 0.98 5.231 0.527 0 1 25 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GTVDDTLTTSDFNSGVSGATALR V 3 2284.0819 2285.0782 0.9962 -1.0034 -3.11 4.051 0.485 0 1 30 88 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GTVDDTLTTSDFNSGVSGATALR V 2 2284.0819 2284.0868 0.0048 0 2.12 5.795 0.455 0 1 29 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GTVDDTLTTSDFNSGVSGATALR V 2 2284.0819 2285.0854 1.0035 -1.0034 0.08 6.23 0.565 0 1 29 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GYASGGSHASSVTVR D 2 1434.6851 1434.6843 -0.0008 0 -0.57 4.612 0.459 0 1 23 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D GYASGGSHASSVTVR D 2 1434.6851 1434.6856 0.0005 0 0.36 3.777 0.467 0 1 18 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D GYASGGSHASSVTVR D 2 1434.6851 1434.6809 -0.0042 0 -2.96 2.955 0.491 0 1 14 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 D GYASGGSHASSVTVR D 3 1434.6851 1434.6858 0.0007 0 0.46 2.704 0.395 0 1 25 56 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9975 D GYASGGSHASSVTVR D 3 1434.6851 1434.6840 -0.0011 0 -0.75 2.364 0.391 0 6 20 56 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9960 D GYASGGSHASSVTVR D 2 1434.6851 1434.6883 0.0032 0 2.23 2.26 0.4 0 1 16 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9467 D GYASGGSHASSVTVR D 3 1434.6851 1436.6782 1.9930 -2.0067 -9.52 2.505 0.272 0.1 1 21 56 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 Y HVVLVESSEFR D 2 1300.6775 1300.6766 -0.0009 0 -0.70 3.258 0.4 0 1 18 20 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9982 Y HVVLVESSEFR D 3 1300.6775 1300.6805 0.0030 0 2.29 2.854 0.3 0 1 21 40 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9776 Y HVVLVESSEFR D 3 1300.6775 1300.6818 0.0043 0 3.28 2.59 0.233 0.1 1 19 40 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 Y HVVLVESSEFRDGITADQASR I 3 2315.1506 2315.1549 0.0043 0 1.86 3.791 0.443 0 1 33 80 1 1 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 Y HVVLVESSEFRDGITADQASR I 3 2315.1506 2315.1491 -0.0016 0 -0.67 3.393 0.41 0 1 33 80 1 1 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9804 Y HVVLVESSEFRDGITADQASR I 4 2315.1506 2315.1520 0.0014 0 0.61 3.176 0.219 0.8 2 35 120 1 1 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.644 0.388 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 4.667 0.43 0 11 24 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.304 0.541 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.87 0.304 0.1 2 41 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7587 0.0039 0 1.03 5.462 0.47 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.825 0.578 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7642 0.0094 0 2.50 5.183 0.432 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7609 0.0061 0 1.62 5.379 0.481 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.593 0.524 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7675 0.0127 0 3.38 6.215 0.517 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7704 0.0156 0 4.17 7.762 0.612 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.56 0.51 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.578 0.316 0.1 18 25 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 5.09 0.422 0 1 46 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.659 0.52 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7671 0.0123 0 3.29 6.773 0.593 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.848 0.498 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.499 0.637 0 1 44 144 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7658 0.0110 0 2.94 3.595 0.241 0.7 1 44 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.954 0.365 0 1 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.158 0.562 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7576 0.0028 0 0.74 7.477 0.538 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 8.175 0.655 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7695 0.0147 0 3.92 5.537 0.473 0 1 49 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.405 0.585 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.816 0.62 0 1 46 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7664 0.0116 0 3.09 4.95 0.485 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.205 0.532 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.069 0.595 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3739.7643 0.0094 0 2.52 5.729 0.649 0 1 27 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.833 0.544 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7613 0.0064 0 1.72 8.041 0.65 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7616 0.0068 0 1.82 7.507 0.597 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7594 0.0046 0 1.23 6.328 0.604 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 8.176 0.56 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7631 0.0083 0 2.21 7.283 0.633 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.466 0.634 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.722 0.412 0 1 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.677 0.362 0.1 1 50 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7722 0.0174 0 4.66 7.188 0.619 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.694 0.412 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.764 0.322 0 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7624 0.0075 0 2.01 7.352 0.534 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.539 0.647 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7638 0.0090 0 2.40 6.988 0.625 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.7530 0.9982 -1.0034 -1.38 5.804 0.675 0 1 26 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.626 0.343 0 1 47 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7609 0.0061 0 1.62 7.324 0.536 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7686 0.0138 0 3.68 5.334 0.479 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 8.206 0.585 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.015 0.5 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.758 0.528 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.649 0.527 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7774 0.0225 0 6.03 7.553 0.624 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.061 0.53 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.142 0.359 0 2 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.308 0.579 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7656 0.0107 0 2.87 3.948 0.279 0.2 1 45 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3741.7821 2.0273 -2.0067 5.50 3.179 0.523 0 1 18 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 7.523 0.563 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.128 0.492 0 4 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7587 0.0039 0 1.03 5.987 0.476 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.068 0.495 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7714 0.0166 0 4.44 5.241 0.388 0 2 45 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 8.042 0.65 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.869 0.567 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3741.7654 2.0106 -2.0067 1.05 5.733 0.651 0 1 25 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7631 0.0083 0 2.21 3.983 0.308 0.1 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.772 0.457 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.257 0.493 0 1 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 5.671 0.525 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7665 0.0117 0 3.14 4.681 0.249 0 1 42 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7521 -0.0027 0 -0.73 6.444 0.588 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.466 0.513 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7536 -0.0013 0 -0.34 6.683 0.586 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7667 0.0119 0 3.19 7.12 0.595 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.455 0.474 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 7.596 0.579 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7583 0.0035 0 0.94 7.531 0.579 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.115 0.449 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7624 0.0075 0 2.01 6.24 0.504 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7705 0.0156 0 4.18 4.481 0.349 0.1 1 44 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.7450 0.9901 -1.0034 -3.53 2.874 0.568 0 1 16 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7653 0.0105 0 2.81 5.412 0.495 0 1 48 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7613 0.0064 0 1.72 7.13 0.615 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.437 0.405 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.006 0.477 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.385 0.388 0 2 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7700 0.0152 0 4.07 7.069 0.642 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.279 0.602 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.638 0.429 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.591 0.43 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7692 0.0144 0 3.85 4.656 0.383 0 1 46 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.929 0.381 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.83 0.506 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.612 0.51 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.974 0.517 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.418 0.475 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7671 0.0123 0 3.29 6.078 0.429 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7682 0.0134 0 3.58 6.359 0.43 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.68 0.55 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.617 0.572 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 7.463 0.504 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.83 0.511 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7689 0.0141 0 3.78 7.323 0.593 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 4.559 0.344 0 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.867 0.34 0 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7653 0.0105 0 2.80 6.615 0.538 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7610 1.0062 -1.0034 0.76 3.724 0.344 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.124 0.537 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7722 0.0174 0 4.66 6.591 0.524 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.972 0.502 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7645 0.0097 0 2.60 6.753 0.555 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7616 0.0068 0 1.82 6.624 0.558 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.145 0.562 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7660 0.0112 0 2.99 3.963 0.397 0 1 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 7.216 0.596 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 7.364 0.514 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.335 0.413 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.712 0.502 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3740.7709 1.0161 -1.0034 3.40 4.378 0.374 0 1 46 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.221 0.658 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.599 0.47 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.948 0.638 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.907 0.32 0.1 1 45 216 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.548 0.511 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.715 0.592 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7631 0.0083 0 2.21 7.702 0.588 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 8.153 0.581 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 5.684 0.463 0 1 50 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.923 0.62 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7649 0.0101 0 2.70 6.061 0.589 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7693 0.0145 0 3.87 6.491 0.58 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.551 0.59 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.687 0.497 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7722 0.0174 0 4.66 6.213 0.539 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.712 0.607 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7693 0.0145 0 3.87 7.857 0.6 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 8.035 0.652 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7763 0.0214 0 5.73 4.168 0.409 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7613 0.0064 0 1.72 5.468 0.49 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7737 0.0189 0 5.05 7.456 0.656 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.105 0.525 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 8.281 0.489 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.224 0.61 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.775 0.46 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 5.695 0.434 0 1 45 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7609 0.0061 0 1.62 6.734 0.604 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 8.174 0.526 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.7325 0.9777 -1.0034 -6.86 4.768 0.51 0 1 22 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.188 0.59 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 4.88 0.353 0 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7719 0.0171 0 4.57 4.275 0.35 0.1 1 42 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7607 0.0059 0 1.57 5.311 0.365 0 1 49 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.462 0.471 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 5.024 0.377 0 1 48 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7583 0.0035 0 0.94 4.982 0.433 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.664 0.592 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.645 0.496 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.05 0.497 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7645 0.0097 0 2.60 6.4 0.595 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7609 0.0061 0 1.62 7.383 0.582 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7755 0.0207 0 5.54 6.473 0.505 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.735 0.39 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.468 0.328 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.49 0.489 0 1 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7613 0.0064 0 1.72 5.902 0.607 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7626 0.0078 0 2.09 4.1 0.276 0.1 1 45 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7580 0.0031 0 0.84 7.05 0.622 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7594 0.0046 0 1.23 8.213 0.604 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7594 0.0046 0 1.23 6.747 0.611 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 7.892 0.634 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7660 0.0112 0 2.99 6.771 0.577 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.317 0.596 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.311 0.533 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7664 0.0116 0 3.09 7.213 0.611 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.935 0.35 0 1 47 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7661 0.0112 0 3.00 5.096 0.453 0 1 43 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7634 0.0086 0 2.31 7.904 0.492 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.6654 0.9106 -1.0034 -24.79 4.302 0.599 0 1 22 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7749 0.0200 0 5.35 3.59 0.349 0.1 1 36 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7682 0.0134 0 3.58 7.933 0.671 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.936 0.508 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7653 0.0105 0 2.80 5.479 0.509 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.856 0.461 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7668 0.0120 0 3.20 5.193 0.331 0 1 44 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3739.7633 0.0085 0 2.26 6.39 0.614 0 1 25 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.961 0.531 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7689 0.0141 0 3.78 5.924 0.474 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7678 0.0130 0 3.48 4.811 0.334 0 1 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.893 0.516 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.247 0.508 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7282 1.9733 -2.0067 -8.92 5.332 0.503 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7671 0.0123 0 3.29 6.197 0.55 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7649 0.0101 0 2.70 5.393 0.469 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7638 0.0090 0 2.40 7.99 0.462 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.267 0.59 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7631 0.0083 0 2.21 6.203 0.493 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 6.888 0.618 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7689 0.0141 0 3.78 7.537 0.646 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7604 0.0056 0 1.50 3.971 0.356 0 6 37 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7687 0.0139 0 3.72 4.612 0.306 0.1 1 46 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 8.118 0.571 0 1 46 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.7560 1.0011 -1.0034 -0.59 3.038 0.575 0 1 17 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7667 0.0119 0 3.19 7.872 0.67 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 5.846 0.603 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.251 0.454 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7682 0.0134 0 3.58 6.94 0.518 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7711 0.0163 0 4.36 5.319 0.537 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.953 0.521 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7638 0.0090 0 2.40 7.506 0.591 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7638 0.0090 0 2.40 5.644 0.43 0 2 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.447 0.497 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7697 0.0149 0 3.97 8.29 0.587 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7638 0.0090 0 2.40 5.737 0.525 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3741.7599 2.0050 -2.0067 -0.44 2.744 0.492 0 1 15 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7627 0.0079 0 2.11 6.897 0.587 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.621 0.258 0.1 1 39 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.198 0.455 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7664 0.0116 0 3.09 8.026 0.533 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.793 0.659 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.681 0.65 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 7.277 0.571 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7660 0.0112 0 2.99 7.303 0.607 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3741.0854 1.3306 -1.0034 87.51 4.843 0.658 0 1 26 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.68 0.601 0 1 46 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7528 -0.0020 0 -0.53 6.394 0.592 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.356 0.549 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.607 0.563 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7634 0.0086 0 2.31 6.963 0.536 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.925 0.631 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.349 0.592 0 1 40 144 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7686 0.0138 0 3.68 6.669 0.533 0 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.459 0.471 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7664 0.0116 0 3.09 7.513 0.643 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7660 0.0112 0 2.99 6.48 0.534 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7620 0.0072 0 1.91 7.41 0.506 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7646 0.0098 0 2.61 4.478 0.351 0 27 37 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.824 0.36 0 2 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7642 0.0094 0 2.50 5.224 0.506 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7700 0.0152 0 4.07 7.789 0.609 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7675 0.0127 0 3.38 4.552 0.333 0 3 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.388 0.577 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7605 0.0057 0 1.52 7.038 0.533 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.589 0.556 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7667 0.0119 0 3.19 8.661 0.542 0 1 46 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7580 0.0031 0 0.84 5.644 0.576 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.288 0.466 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.225 0.43 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.994 0.328 0.1 5 40 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.34 0.381 0 17 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 8.123 0.57 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.7654 1.0106 -1.0034 1.95 4.577 0.64 0 1 23 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.573 0.536 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.007 0.454 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.397 0.592 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7737 0.0189 0 5.05 6.479 0.506 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7616 0.0068 0 1.82 7.216 0.551 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 5.808 0.46 0 1 49 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7719 0.0170 0 4.56 6.996 0.577 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.896 0.564 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.72 0.411 0 1 44 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.339 0.565 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7590 0.0042 0 1.11 5.468 0.484 0 1 49 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 8.043 0.634 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7660 0.0112 0 2.99 7.736 0.57 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7466 -0.0082 0 -2.20 7.753 0.602 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3739.7611 0.0063 0 1.67 5.85 0.636 0 1 27 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7636 0.0088 0 2.35 4.64 0.367 0 1 43 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.961 0.5 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.473 0.502 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.12 0.517 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7800 2.0252 -2.0067 4.93 4.25 0.285 0 1 43 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7719 0.0170 0 4.56 7.165 0.61 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7693 0.0145 0 3.87 6.979 0.565 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.57 0.44 0 2 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7671 0.0123 0 3.29 6.949 0.544 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7613 0.0064 0 1.72 7.413 0.622 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 8.001 0.615 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.471 0.37 0 2 42 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 7.767 0.527 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.597 0.525 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.955 0.59 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7664 0.0116 0 3.09 6.861 0.568 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.663 0.59 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.881 0.522 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.295 0.658 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7664 0.0116 0 3.09 6.121 0.481 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 6.729 0.622 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.271 0.484 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7569 0.0020 0 0.54 6.248 0.489 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.504 0.613 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 5.128 0.379 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7671 0.0123 0 3.29 6.852 0.569 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 6.688 0.549 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7597 0.0049 0 1.31 4.33 0.323 0 3 41 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.512 0.389 0 2 41 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7548 0.0000 0 0.00 4.96 0.425 0 1 45 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.51 0.554 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.602 0.304 0 1 44 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7675 0.0127 0 3.38 7.529 0.624 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7675 0.0127 0 3.40 6.132 0.544 0 1 48 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.872 0.349 0 2 40 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7704 0.0156 0 4.17 6.777 0.582 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.498 0.663 0 1 44 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.785 0.392 0 4 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7609 0.0061 0 1.63 4.116 0.321 0.3 1 41 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.324 0.35 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7631 0.0083 0 2.21 5.631 0.476 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.428 0.519 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.41 0.524 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7587 0.0039 0 1.03 9.055 0.521 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7882 2.0333 -2.0067 7.13 7.297 0.607 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.343 0.335 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7642 0.0094 0 2.50 5.718 0.506 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7770 0.0222 0 5.93 5.956 0.425 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7660 0.0112 0 2.99 7.9 0.634 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.02 0.492 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7583 0.0035 0 0.94 7.683 0.552 0 1 45 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7645 0.0097 0 2.60 5.879 0.497 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.6854 0.9306 -1.0034 -19.45 4.466 0.615 0 1 25 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7583 0.0035 0 0.94 6.998 0.55 0 1 40 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7627 0.0079 0 2.11 6.363 0.569 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.92 0.328 0.1 1 46 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7656 0.0108 0 2.89 4.33 0.372 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7653 0.0105 0 2.80 6.691 0.594 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.723 0.555 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.772 0.516 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.191 0.531 0 1 34 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.588 0.409 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 5.215 0.441 0 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7671 0.0123 0 3.29 7.01 0.589 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.227 0.544 0 1 36 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3739.7491 -0.0057 0 -1.53 5.55 0.65 0 1 26 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7642 0.0094 0 2.50 6.484 0.516 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.44 0.372 0 1 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.798 0.298 0 2 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 7.756 0.565 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.663 0.586 0 1 31 144 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.404 0.376 0 1 44 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7664 0.0116 0 3.09 7.302 0.592 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7697 0.0149 0 3.97 6.581 0.482 0 1 33 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7638 0.0090 0 2.40 7.774 0.649 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7686 0.0138 0 3.68 7.351 0.613 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.809 0.52 0 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.55 0.458 0 2 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7613 0.0064 0 1.72 7.31 0.561 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.926 0.528 0 1 37 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3741.7654 2.0106 -2.0067 1.05 5.931 0.648 0 1 25 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.037 0.383 0 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.7547 0.9999 -1.0034 -0.92 5.817 0.633 0 1 25 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7675 0.0127 0 3.38 7.398 0.635 0 1 39 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7609 0.0061 0 1.62 7.372 0.559 0 1 43 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.118 0.258 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7664 0.0116 0 3.09 4.901 0.502 0 3 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7609 0.0061 0 1.62 5.069 0.51 0 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.016 0.304 0.1 2 42 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3740.7463 0.9915 -1.0034 -3.18 3.81 0.315 0 1 42 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7649 0.0101 0 2.70 7.88 0.59 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 6.395 0.612 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7500 0.9952 -1.0034 -2.18 4.543 0.477 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 5.608 0.527 0 1 38 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.658 0.323 0 3 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 6.564 0.531 0 1 31 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7708 0.0160 0 4.26 7.474 0.63 0 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7624 0.0075 0 2.01 7.575 0.648 0 1 42 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.686 0.326 0 17 37 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.176 0.245 0 1 45 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.887 0.227 0 11 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.999 0.241 0 1 30 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.973 0.248 0.3 1 44 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3740.7709 1.0161 -1.0034 3.40 3.747 0.303 0.2 3 41 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.431 0.259 0.1 3 41 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.372 0.286 0.1 11 24 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.65 0.284 0 4 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 4.072 0.371 0.1 46 35 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3740.7709 1.0161 -1.0034 3.40 4.072 0.364 0.1 13 37 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7607 0.0059 0 1.57 3.054 0.256 1.1 7 38 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 2 3739.7548 3740.7391 0.9843 -1.0034 -5.10 2.007 0.501 0 1 12 72 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7602 0.0054 0 1.44 4.128 0.335 0.1 37 35 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.952 0.203 0.4 1 40 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3740.7648 1.0100 -1.0034 1.78 3.584 0.243 0.1 2 45 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7726 0.0178 0 4.75 3.625 0.215 1 4 25 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.764 0.287 0 15 25 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7670 0.0122 0 3.27 3.642 0.164 0.5 1 42 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7541 -0.0007 0 -0.19 4.317 0.315 0 53 38 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 4.534 0.18 0.2 1 32 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7612 0.0064 0 1.70 3.676 0.254 0.2 15 38 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.515 0.288 0 35 26 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.306 0.216 0.5 2 43 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7384 1.9836 -2.0067 -6.18 2.575 0.312 0 3 26 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.718 0.249 0 12 25 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9995 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7568 0.0020 0 0.52 3.888 0.212 0.2 11 37 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9994 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7724 0.0176 0 4.70 3.266 0.123 0.9 1 42 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9994 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.817 0.237 0.3 8 39 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9994 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3740.7709 1.0161 -1.0034 3.40 3.492 0.256 0.7 9 39 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9993 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7697 0.0149 0 3.97 3.113 0.177 0.5 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9993 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7653 0.0105 0 2.81 2.988 0.172 4.1 4 41 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9993 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.43 0.182 0.4 2 41 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9993 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.83 0.233 0.1 20 26 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9992 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.372 0.202 0 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9992 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.478 0.176 0.6 2 44 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9991 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7658 0.0110 0 2.94 3.727 0.187 0.3 10 39 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9991 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7653 0.0105 0 2.80 3.598 0.136 0.2 1 28 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9990 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.387 0.212 2.8 7 40 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9982 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3740.7709 1.0161 -1.0034 3.40 3.776 0.176 1.2 4 38 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9977 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.408 0.189 0.7 9 37 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9972 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.506 0.148 0.2 4 39 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9964 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7602 0.0054 0 1.44 3.97 0.161 0.1 25 36 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9955 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.578 0.128 0.3 4 39 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9949 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7619 0.0071 0 1.89 3.86 0.252 0.5 393 32 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9941 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3741.7582 2.0033 -2.0067 -0.90 2.829 0.173 0.1 2 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9922 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 3.173 0.228 0.7 275 25 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9881 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7656 0.0107 0 2.87 3.435 0.228 0.7 494 34 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9878 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7620 0.0072 0 1.91 3.052 0.154 0.1 143 23 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9832 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3740.7573 1.0024 -1.0034 -0.24 2.995 0.065 0.7 2 42 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9796 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7568 0.0020 0 0.52 3.048 0.111 0.6 39 38 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9794 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 2.387 0.231 0.3 104 23 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9729 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7682 1.0133 -1.0034 2.67 2.43 0.175 0.6 12 27 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9725 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.581 0.213 0.6 288 33 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9679 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7587 0.0039 0 1.05 3.685 0.109 0.6 78 37 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9532 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7613 0.0064 0 1.72 2.875 0.065 0.1 22 25 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9481 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 3.452 0.147 0.7 107 36 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9323 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3741.7709 2.0161 -2.0067 2.51 2.843 0.054 2.6 11 38 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9288 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3740.7775 1.0227 -1.0034 5.16 2.192 0.182 1 65 23 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9196 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 4 3739.7548 3739.7600 0.0051 0 1.37 3.068 0.119 3.3 327 32 216 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D LEDGGNFGSNTDIGQLQK V 2 1891.8912 1891.8926 0.0013 0 0.70 5.741 0.556 0 1 24 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D LEDGGNFGSNTDIGQLQK V 2 1891.8912 1891.8918 0.0006 0 0.32 6.229 0.513 0 1 23 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D LEDGGNFGSNTDIGQLQK V 2 1891.8912 1891.8940 0.0028 0 1.48 5.186 0.567 0 1 23 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D LEDGGNFGSNTDIGQLQK V 2 1891.8912 1891.8946 0.0034 0 1.80 5.252 0.549 0 1 24 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9968 D LEDGGNFGSNTDIGQLQK V 2 1891.8912 1891.8957 0.0045 0 2.38 3.652 0.263 0.2 3 14 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9989 D LIVNEQFR L 2 1017.5607 1017.5602 -0.0006 0 -0.56 2.698 0.32 0 1 13 14 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9979 D LIVNEQFR L 2 1017.5607 1017.5612 0.0005 0 0.46 2.661 0.291 0 1 12 14 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9930 D LIVNEQFR L 2 1017.5607 1017.5622 0.0015 0 1.48 2.563 0.242 0 1 13 14 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G NFGSNTDIGQLQK V 2 1420.6946 1420.6947 0.0001 0 0.04 4.248 0.478 0 1 21 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G NFGSNTDIGQLQK V 2 1420.6946 1420.6953 0.0007 0 0.47 4.92 0.45 0 1 21 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G NFGSNTDIGQLQK V 2 1420.6946 1420.6963 0.0016 0 1.15 4.187 0.452 0 1 21 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 G NFGSNTDIGQLQK V 2 1420.6946 1420.6947 0.0001 0 0.04 3.712 0.422 0 1 19 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9913 Y NGQIASDDGQIDVDGQAPGK D 2 1983.9134 1983.9209 0.0074 0 3.75 2.855 0.288 0 2 15 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 Y NGQIASDDGQIDVDGQAPGKDNVIVAFVDSR G 3 3199.5381 3201.5260 1.9879 -2.0067 -5.88 5.373 0.48 0 1 40 120 1 1 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 Y NGQIASDDGQIDVDGQAPGKDNVIVAFVDSR G 3 3199.5381 3200.5380 0.9999 -1.0034 -1.09 5.388 0.548 0 1 36 120 1 1 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 Y NGQIASDDGQIDVDGQAPGKDNVIVAFVDSR G 3 3199.5381 3201.5182 1.9800 -2.0067 -8.33 5.127 0.429 0 1 38 120 1 1 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 G NSGTDGVTLQTPR V 2 1344.6633 1344.6620 -0.0014 0 -1.01 3.691 0.354 0 1 18 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9984 G NSGTDGVTLQTPR V 2 1344.6633 1344.6642 0.0008 0 0.62 3.398 0.309 0.1 3 14 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D NTGPVSASTVASNVGSDQEVADVTR Y 2 2460.1728 2461.1654 0.9926 -1.0034 -4.36 6.419 0.615 0 1 28 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D NTGPVSASTVASNVGSDQEVADVTR Y 3 2460.1728 2460.1719 -0.0009 0 -0.38 5.372 0.486 0 1 38 96 1 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D NTGPVSASTVASNVGSDQEVADVTR Y 3 2460.1728 2460.1746 0.0018 0 0.74 6.167 0.581 0 1 42 96 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D NTGPVSASTVASNVGSDQEVADVTR Y 3 2460.1728 2460.1785 0.0057 0 2.30 4.243 0.487 0 1 33 96 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D NTGPVSASTVASNVGSDQEVADVTR Y 2 2460.1728 2460.1766 0.0038 0 1.54 6.374 0.637 0 1 28 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9785 D NTGPVSASTVASNVGSDQEVADVTR Y 3 2460.1728 2460.1779 0.0051 0 2.08 3.172 0.272 0 6 25 96 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 S NVGSDQEVADVTR Y 2 1388.6532 1388.6607 0.0075 0 5.41 4.169 0.438 0 1 21 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 S NVGSDQEVADVTR Y 2 1388.6532 1388.6549 0.0017 0 1.19 3.56 0.432 0 1 18 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 D NVIVAFVDSR G 2 1118.6084 1118.6118 0.0034 0 3.01 2.963 0.373 0 1 17 18 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9970 D NVIVAFVDSR G 2 1118.6084 1118.6104 0.0020 0 1.81 2.743 0.292 0 1 17 18 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9869 Y PASDSSNDGYASGGSHASSVTVR D 3 2207.9679 2207.9482 -0.0198 0 -8.95 2.187 0.336 0 1 21 88 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N PIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 2948.3788 2948.3856 0.0068 0 2.31 4.903 0.493 0 1 32 108 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9970 N PIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 2948.3788 2949.3940 1.0152 -1.0034 4.01 3.531 0.372 0 10 23 108 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G PVSASTVASNVGSDQEVADVTR Y 2 2188.0607 2189.0592 0.9985 -1.0034 -2.24 6.82 0.561 0 1 30 42 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G PVSASTVASNVGSDQEVADVTR Y 2 2188.0607 2188.0584 -0.0023 0 -1.04 6.773 0.564 0 1 30 42 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D QPTGSYTFDGNSGTDGVTLQTPR V 3 2398.1037 2398.1120 0.0082 0 3.43 4.32 0.482 0 1 33 88 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D QPTGSYTFDGNSGTDGVTLQTPR V 3 2398.1037 2398.1087 0.0049 0 2.06 4.289 0.45 0 1 29 88 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D QPTGSYTFDGNSGTDGVTLQTPR V 2 2398.1037 2398.1075 0.0038 0 1.58 4.38 0.56 0 1 21 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D QPTGSYTFDGNSGTDGVTLQTPR V 2 2398.1037 2398.0963 -0.0074 0 -3.10 4.214 0.554 0 1 21 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 P RVTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3194.5440 3196.5382 1.9941 -2.0067 -3.93 5.042 0.45 0 1 34 124 1 1 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SAFVNTIETGYAGGSSTGDQVR E 2 2216.0345 2216.0418 0.0073 0 3.30 6.061 0.595 0 1 29 42 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SAFVNTIETGYAGGSSTGDQVR E 2 2216.0345 2217.0654 1.0309 -1.0034 12.44 5.729 0.526 0 1 26 42 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 V SASTVASNVGSDQEVADVTR Y 2 1991.9396 1992.9389 0.9993 -1.0034 -2.03 4.993 0.518 0 1 26 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 V SASTVASNVGSDQEVADVTR Y 2 1991.9396 1991.9426 0.0030 0 1.49 5.802 0.573 0 1 23 38 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 T SDFNSGVSGATALR V 2 1380.6633 1380.6623 -0.0010 0 -0.72 3.911 0.468 0 1 21 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SDGTVDDTLTTSDFNSGVSGATALR V 2 2486.1408 2487.1454 1.0046 -1.0034 0.51 5.542 0.567 0 1 24 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SDGTVDDTLTTSDFNSGVSGATALR V 2 2486.1408 2486.1441 0.0033 0 1.33 6.049 0.624 0 1 28 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 D SDGTVDDTLTTSDFNSGVSGATALR V 2 2486.1408 2488.2054 2.0646 -2.0067 23.30 3.872 0.441 0 1 19 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9445 D SDGTVDDTLTTSDFNSGVSGATALR V 3 2486.1408 2486.1465 0.0057 0 2.29 4.568 0.122 0 1 37 96 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9919 N SGTDGVTLQTPR V 2 1230.6204 1230.6236 0.0032 0 2.61 2.82 0.269 0 2 16 22 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9975 N SIVSLPGSYR I 2 1077.5818 1077.5830 0.0012 0 1.07 2.448 0.352 0 1 15 18 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9971 N SIVSLPGSYR I 2 1077.5818 1077.5831 0.0013 0 1.19 2.468 0.339 0 1 14 18 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9694 N SIVSLPGSYR I 2 1077.5818 1077.5854 0.0036 0 3.36 2.376 0.223 0 1 13 18 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9681 N SIVSLPGSYR I 2 1077.5818 1077.5854 0.0036 0 3.36 2.297 0.235 0 1 13 18 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 A SNVGSDQEVADVTR Y 2 1475.6852 1475.6854 0.0002 0 0.12 4.479 0.44 0 1 21 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 A SNVGSDQEVADVTR Y 2 1475.6852 1475.6858 0.0005 0 0.37 4.057 0.449 0 1 21 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9948 A SNVGSDQEVADVTR Y 2 1475.6852 1475.6866 0.0014 0 0.95 3.553 0.206 0.1 1 18 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SSNDGYASGGSHASSVTVR D 2 1837.8191 1837.8187 -0.0004 0 -0.23 3.97 0.533 0 1 22 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SSNDGYASGGSHASSVTVR D 3 1837.8191 1837.8180 -0.0011 0 -0.60 4.036 0.422 0 1 34 72 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SSNDGYASGGSHASSVTVR D 2 1837.8191 1837.8192 0.0001 0 0.03 4.523 0.572 0 1 26 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SSNDGYASGGSHASSVTVR D 2 1837.8191 1837.8207 0.0015 0 0.83 3.773 0.473 0 1 23 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D SSNDGYASGGSHASSVTVR D 3 1837.8191 1837.8167 -0.0024 0 -1.30 3.507 0.386 0 1 30 72 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9996 D SSNDGYASGGSHASSVTVR D 2 1837.8191 1838.8125 0.9934 -1.0034 -5.44 3.111 0.509 0 1 19 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9960 D SSNDGYASGGSHASSVTVR D 3 1837.8191 1837.8166 -0.0026 0 -1.40 2.925 0.303 0.3 1 33 72 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9904 D SSNDGYASGGSHASSVTVR D 2 1837.8191 1837.8177 -0.0014 0 -0.76 2.547 0.306 0 1 17 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3100.3857 3100.3882 0.0024 0 0.79 3.718 0.49 0 1 38 120 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3100.3857 3100.3910 0.0053 0 1.71 4.739 0.396 0 1 44 120 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D SSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3100.3857 3100.3910 0.0053 0 1.71 3.568 0.413 0 1 45 120 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9997 D SSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3100.3857 3100.3881 0.0024 0 0.76 3.035 0.402 0 1 41 120 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9989 D SSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3100.3857 3100.3914 0.0057 0 1.82 3.069 0.356 0 1 46 120 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9968 D SSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3100.3857 3102.3887 2.0030 -2.0067 -1.20 3.351 0.338 0 1 32 120 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 G STLQTSSSGPDAFVR A 2 1551.7529 1551.7557 0.0028 0 1.80 3.776 0.503 0 1 22 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 G STLQTSSSGPDAFVR A 2 1551.7529 1551.7524 -0.0005 0 -0.33 3.534 0.458 0 1 19 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 A STVASNVGSDQEVADVTR Y 2 1833.8704 1833.8735 0.0031 0 1.68 4.82 0.502 0 1 25 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 A STVASNVGSDQEVADVTR Y 2 1833.8704 1833.8714 0.0010 0 0.55 4.69 0.498 0 1 24 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 S SVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3013.3537 3014.3717 1.0180 -1.0034 4.86 4.103 0.39 0 1 34 116 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D SVGQVGPGAVVFQGEEDLEDGGNFGSNTDIGQLQK V 3 3547.6703 3547.6800 0.0096 0 2.71 5.559 0.534 0 1 32 136 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 G SYTFDGNSGTDGVTLQTPR V 2 2014.9232 2014.9262 0.0030 0 1.50 3.744 0.429 0 1 25 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TASDDLIVNEQFR L 2 1506.7314 1506.7345 0.0030 0 2.02 3.788 0.499 0 1 18 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TASDDLIVNEQFR L 2 1506.7314 1506.7350 0.0035 0 2.35 3.61 0.491 0 1 19 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TASDDLIVNEQFR L 2 1506.7314 1506.7352 0.0038 0 2.51 3.586 0.461 0 1 19 24 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9968 G TDGVTLQTPR V 2 1086.5669 1086.5681 0.0012 0 1.07 2.739 0.29 0.1 1 16 18 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9783 G TDGVTLQTPR V 2 1086.5669 1086.5654 -0.0015 0 -1.36 2.602 0.204 0.2 1 16 18 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TFSEEDVVLSQGSK G 2 1524.7307 1524.7309 0.0002 0 0.14 4.065 0.491 0 1 21 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TFSEEDVVLSQGSK G 2 1524.7307 1524.7309 0.0002 0 0.14 4.143 0.516 0 1 20 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TFSEEDVVLSQGSK G 2 1524.7307 1524.7285 -0.0022 0 -1.47 3.871 0.496 0 1 21 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TFSEEDVVLSQGSK G 2 1524.7307 1524.7315 0.0008 0 0.54 4.018 0.464 0 1 21 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N TGPVSASTVASNVGSDQEVADVTR Y 2 2346.1299 2346.1336 0.0037 0 1.58 6.351 0.586 0 1 29 46 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9953 N TGPVSASTVASNVGSDQEVADVTR Y 3 2346.1299 2347.1482 1.0182 -1.0034 6.35 3.45 0.317 0.1 1 28 92 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N TIETGYAGGSSTGDQVR E 2 1697.7856 1697.7854 -0.0002 0 -0.10 3.97 0.517 0 1 22 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 N TIETGYAGGSSTGDQVR E 2 1697.7856 1697.7854 -0.0002 0 -0.10 3.727 0.375 0 1 20 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9112 N TIETGYAGGSSTGDQVR E 2 1697.7856 1698.8198 1.0342 -1.0034 18.16 2.395 0.301 0 1 15 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TLTTSDFNSGVSGATALR V 2 1796.8904 1796.8955 0.0051 0 2.81 5.088 0.612 0 1 27 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TLTTSDFNSGVSGATALR V 2 1796.8904 1796.8926 0.0021 0 1.18 5.227 0.617 0 1 27 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TLTTSDFNSGVSGATALR V 2 1796.8904 1796.8916 0.0012 0 0.64 5.074 0.58 0 1 27 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D TLTTSDFNSGVSGATALR V 2 1796.8904 1796.8951 0.0047 0 2.61 5.339 0.646 0 1 26 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D TLTTSDFNSGVSGATALR V 3 1796.8904 1796.8960 0.0055 0 3.08 3.955 0.353 0 1 32 68 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 D TLTTSDFNSGVSGATALR V 3 1796.8904 1796.8888 -0.0016 0 -0.89 3.723 0.36 0 1 26 68 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 S TVASNVGSDQEVADVTR Y 2 1746.8384 1746.8379 -0.0006 0 -0.32 4.138 0.346 0 1 20 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 N TVDDTASDDLIVNEQFR L 2 1936.9014 1936.9089 0.0075 0 3.86 4.39 0.542 0 1 23 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9998 N TVDDTASDDLIVNEQFR L 2 1936.9014 1936.9089 0.0075 0 3.86 4.246 0.345 0 1 17 32 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9891 N VIVAFVDSR G 2 1004.5655 1004.5656 0.0001 0 0.12 2.549 0.237 0 1 15 16 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 F VNTIETGYAGGSSTGDQVR E 2 1910.8970 1910.9060 0.0090 0 4.69 3.512 0.534 0 1 17 36 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D VQEVGLVDNTGPVSASTVASNVGSDQEVADVTR Y 3 3299.6117 3299.6233 0.0116 0 3.51 6.897 0.657 0 1 43 128 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D VQEVGLVDNTGPVSASTVASNVGSDQEVADVTR Y 3 3299.6117 3299.6259 0.0142 0 4.29 6.976 0.623 0 1 43 128 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4074.9464 0.0058 0 1.43 4.277 0.274 0 1 28 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4076.9482 2.0075 -2.0067 0.21 5.24 0.485 0 1 36 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4074.9512 0.0106 0 2.59 5.415 0.464 0 1 37 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 4 4074.9406 4075.9499 1.0093 -1.0034 1.45 4.606 0.351 0 5 43 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4076.9482 2.0075 -2.0067 0.21 5.283 0.48 0 1 34 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4074.9490 0.0084 0 2.05 5.699 0.489 0 1 37 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4074.9527 0.0120 0 2.95 6.139 0.536 0 1 36 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4074.9505 0.0098 0 2.41 4.663 0.461 0 1 31 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4076.9482 2.0075 -2.0067 0.21 4.685 0.247 0 1 29 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4074.9625 0.0219 0 5.38 5.703 0.549 0 1 34 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4074.9494 0.0087 0 2.14 4.78 0.476 0 1 33 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4076.6182 1.6775 -2.0067 -80.77 5.103 0.429 0 8 24 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4075.9582 1.0175 -1.0034 3.48 3.949 0.282 0 1 26 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 4 4074.9406 4075.9604 1.0198 -1.0034 4.03 4.578 0.334 0 13 38 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9977 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 4 4074.9406 4076.9309 1.9903 -2.0067 -4.03 3.402 0.249 0.3 43 38 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9820 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 4 4074.9406 4076.9309 1.9903 -2.0067 -4.03 3.366 0.14 0.6 24 35 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9627 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 4 4074.9406 4076.9309 1.9903 -2.0067 -4.03 3.413 0.06 1.3 7 39 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9377 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 4 4074.9406 4075.0039 0.0632 0 15.52 3.185 0.118 5.8 216 35 234 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D VTGSTLQTSSSGPDAFVR A 2 1808.8904 1808.9007 0.0103 0 5.70 5.458 0.613 0 1 24 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D VTGSTLQTSSSGPDAFVR A 2 1808.8904 1808.8947 0.0043 0 2.39 4.823 0.636 0 1 24 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D VTGSTLQTSSSGPDAFVR A 2 1808.8904 1808.8982 0.0077 0 4.28 5.346 0.524 0 1 25 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 D VTGSTLQTSSSGPDAFVR A 2 1808.8904 1808.8945 0.0041 0 2.26 5.623 0.61 0 1 24 34 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4282 0.9853 -1.0034 -5.93 4.061 0.448 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3040.4482 2.0053 -2.0067 -0.45 4.444 0.524 0 1 39 120 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4630 0.0202 0 6.64 5.246 0.643 0 1 27 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4395 0.9967 -1.0034 -2.18 3.616 0.398 0 1 19 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4454 1.0026 -1.0034 -0.24 5.484 0.638 0 1 27 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4583 0.0155 0 5.10 3.755 0.341 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3040.4482 2.0053 -2.0067 -0.45 5.104 0.526 0 1 41 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4469 0.0040 0 1.33 5.287 0.44 0 1 25 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4464 0.0036 0 1.19 5.895 0.49 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4428 -0.0001 0 -0.02 3.822 0.326 0 1 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4530 1.0102 -1.0034 2.24 4.989 0.585 0 1 23 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4527 0.0099 0 3.26 5.064 0.633 0 1 27 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4512 0.0084 0 2.75 4.434 0.317 0 1 31 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 4 3038.4428 3039.4509 1.0081 -1.0034 1.55 3.658 0.427 0 1 41 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4466 0.0038 0 1.25 4.453 0.43 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4475 0.0047 0 1.55 3.787 0.343 0 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3040.4454 2.0026 -2.0067 -1.34 5.424 0.563 0 1 26 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4583 1.0155 -1.0034 3.98 4.845 0.515 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3040.4454 2.0026 -2.0067 -1.34 5.694 0.544 0 1 27 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4373 -0.0055 0 -1.83 4.657 0.459 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4378 -0.0050 0 -1.64 3.862 0.434 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4539 0.0111 0 3.66 5.648 0.508 0 1 39 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4431 0.0003 0 0.10 4.687 0.603 0 1 38 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4454 1.0026 -1.0034 -0.24 5.342 0.62 0 1 27 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3040.4482 2.0053 -2.0067 -0.45 3.906 0.447 0 1 30 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4454 1.0026 -1.0034 -0.24 5.018 0.602 0 1 26 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4501 0.0073 0 2.39 5.011 0.575 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4525 0.0097 0 3.18 4.519 0.426 0 1 25 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4381 0.9953 -1.0034 -2.66 4.823 0.609 0 1 24 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3040.4454 2.0026 -2.0067 -1.34 5.495 0.567 0 1 28 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4454 1.0026 -1.0034 -0.24 5.199 0.618 0 1 25 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3040.4454 2.0026 -2.0067 -1.34 5.418 0.6 0 1 26 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4464 0.0036 0 1.17 5.188 0.423 0 1 24 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4286 -0.0143 0 -4.69 5.344 0.624 0 1 27 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4282 0.9853 -1.0034 -5.93 4.35 0.396 0 1 34 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3040.4254 1.9826 -2.0067 -7.92 5.218 0.54 0 1 26 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4454 1.0026 -1.0034 -0.24 5.276 0.623 0 1 27 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4397 -0.0032 0 -1.04 4.238 0.456 0 1 36 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 4 3038.4428 3040.4509 2.0081 -2.0067 0.45 4.382 0.456 0 1 46 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3040.4482 2.0053 -2.0067 -0.45 4.233 0.444 0 1 32 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4492 0.0064 0 2.09 4.279 0.473 0 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4374 0.9945 -1.0034 -2.90 4.928 0.597 0 1 25 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4420 -0.0008 0 -0.26 3.462 0.228 0.3 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9990 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4461 0.0032 0 1.07 3.194 0.173 0.4 2 26 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9979 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 4 3038.4428 3040.4509 2.0081 -2.0067 0.45 2.998 0.173 2.2 5 36 180 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9928 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4647 1.0219 -1.0034 6.09 2.924 0.216 1.2 46 23 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9894 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4282 0.9853 -1.0034 -5.93 2.893 0.202 0.1 45 24 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9883 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4442 0.0014 0 0.46 2.644 0.096 1.7 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9871 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4451 1.0023 -1.0034 -0.36 3.11 0.171 0.4 31 24 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9844 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4493 1.0065 -1.0034 1.03 2.834 0.197 1.2 66 24 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9819 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4460 1.0032 -1.0034 -0.06 2.935 0.186 0.6 78 22 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9635 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4477 0.0049 0 1.61 2.638 0.081 5.7 9 25 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9290 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4541 0.0113 0 3.72 2.575 0.116 3.5 364 21 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9131 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4544 1.0116 -1.0034 2.72 3.28 0.039 0.3 6 27 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 1 L YPASDSSNDGYASGGSHASSVTVR D 3 2371.0312 2371.0354 0.0042 0 1.77 4.809 0.56 0 1 37 92 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein csg1 pNG5138 887 51.9 99 2366 0.9999 L YPASDSSNDGYASGGSHASSVTVR D 3 2371.0312 2371.0321 0.0009 0 0.38 3.78 0.397 0 1 28 92 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 K AFLEVDNYER A 2 1254.5880 1254.5882 0.0002 0 0.16 2.566 0.158 0 1 14 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 D AEIDDDPGTTDVAGGPDDTTR T 2 2116.9032 2116.9056 0.0024 0 1.13 6.64 0.563 0 1 29 40 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 D AEIDDDPGTTDVAGGPDDTTR T 2 2116.9032 2117.9254 1.0222 -1.0034 8.92 5.204 0.581 0 1 25 40 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 D AEIDDDPGTTDVAGGPDDTTR T 2 2116.9032 2116.9034 0.0002 0 0.09 6.635 0.578 0 1 29 40 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 D AEIDDDPGTTDVAGGPDDTTR T 2 2116.9032 2116.9254 0.0222 0 10.50 3.643 0.429 0 1 19 40 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 D AEIDDDPGTTDVAGGPDDTTR T 2 2116.9032 2117.9054 1.0022 -1.0034 -0.53 3.901 0.495 0 1 23 40 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9969 D AEIDDDPGTTDVAGGPDDTTR T 2 2116.9032 2116.9098 0.0065 0 3.09 4.317 0.173 0 1 21 40 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9207 D AEIDDDPGTTDVAGGPDDTTR T 2 2116.9032 2116.9037 0.0004 0 0.21 2.97 0.128 0.3 1 18 40 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYER A 2 1254.5880 1254.5901 0.0020 0 1.62 3.005 0.316 0 1 16 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYER A 2 1254.5880 1254.5882 0.0002 0 0.16 3.005 0.298 0 1 16 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYER A 1 1254.5880 1254.5890 0.0010 0 0.81 2.581 0.431 0 2 11 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYER A 2 1254.5880 1254.5896 0.0015 0 1.23 2.616 0.297 0 1 14 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYER A 2 1254.5880 1254.5882 0.0002 0 0.16 2.917 0.279 0 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYER A 1 1254.5880 1254.5872 -0.0008 0 -0.65 2.759 0.404 0 1 12 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYER A 2 1254.5880 1254.5907 0.0026 0 2.11 3.114 0.309 0 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYER A 2 1254.5880 1254.5890 0.0009 0 0.75 3.052 0.285 0 1 16 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K AFLEVDNYER A 2 1254.5880 1254.5888 0.0008 0 0.65 2.911 0.205 0 1 16 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9989 K AFLEVDNYER A 2 1254.5880 1254.5913 0.0033 0 2.60 2.993 0.064 1 1 14 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9985 K AFLEVDNYER A 2 1254.5880 1254.5907 0.0026 0 2.11 3.005 0.049 1 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9974 K AFLEVDNYER A 2 1254.5880 1255.5854 0.9974 -1.0034 -4.72 2.899 0.131 0 1 14 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9967 K AFLEVDNYER A 2 1254.5880 1254.5891 0.0011 0 0.85 2.89 0.02 1 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K AFLEVDNYERAVSNLAQTTLR A 3 2409.2288 2409.2290 0.0002 0 0.08 4.682 0.274 0 1 30 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R AKSAESMGERAVIDKGMETLAEIGQGESTK F 3 3138.5224 3139.5382 1.0157 -1.0034 3.95 4.064 0.424 0 1 28 116 2 3 1 AKSAESMGERAVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 R AKSAESMGERAVIDKGMETLAEIGQGESTK F 3 3138.5224 3139.5682 1.0457 -1.0034 13.51 4.113 0.365 0 1 28 116 2 3 1 AKSAESMGERAVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AMILEAQGER R 2 1116.5597 1116.5615 0.0018 0 1.59 2.961 0.34 0 1 14 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R AMILEAQGER R 2 1116.5597 1116.5620 0.0023 0 2.03 2.874 0.248 0 2 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9974 R AMILEAQGER R 2 1116.5597 1116.5610 0.0013 0 1.15 2.997 0.037 2.8 2 14 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9840 R AMILEAQGER R 1 1116.5597 1116.5641 0.0044 0 3.95 1.739 0.136 1.1 5 11 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 R AMILEAQGERR S 2 1272.6608 1272.6593 -0.0015 0 -1.22 2.528 0.213 3.8 2 15 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 R AMILEAQGERR S 2 1272.6608 1272.6588 -0.0020 0 -1.60 2.783 0.151 1.4 1 15 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9970 R AMILEAQGERR S 2 1272.6608 1272.6654 0.0046 0 3.63 2.346 0.173 3.4 6 14 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9837 R AMILEAQGERR S 3 1272.6608 1272.6617 0.0009 0 0.69 1.982 0.179 2 46 18 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9678 R AMILEAQGERR S 2 1272.6608 1272.6617 0.0009 0 0.70 2.181 0.018 4.3 1 15 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9249 R AMILEAQGERR S 2 1272.6608 1274.6654 2.0046 -2.0067 -1.63 2.642 0.024 5.4 2 15 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AQGEKQSQILEAQGDAISTVLR A 3 2341.2237 2341.2328 0.0091 0 3.88 5.004 0.353 0 1 34 84 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AQGEKQSQILEAQGDAISTVLR A 2 2341.2237 2341.2276 0.0039 0 1.67 6.551 0.57 0 1 30 42 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AQGEKQSQILEAQGDAISTVLR A 3 2341.2237 2341.2282 0.0045 0 1.93 4.681 0.325 0 1 35 84 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R AQGEKQSQILEAQGDAISTVLR A 4 2341.2237 2341.2263 0.0025 0 1.09 3.632 0.284 0 3 37 126 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 3 2092.0409 2092.0382 -0.0028 0 -1.32 4.325 0.368 0 1 33 76 2 1 1 AVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 2 2076.0409 2076.0465 0.0056 0 2.68 6.091 0.623 0 1 30 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 3 2092.0409 2092.0395 -0.0015 0 -0.70 4.101 0.36 0 1 32 76 2 1 1 AVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 3 2076.0409 2076.0457 0.0048 0 2.32 4.146 0.448 0 1 33 76 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 2 2076.0409 2076.0421 0.0012 0 0.56 6.21 0.622 0 1 29 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 2 2092.0409 2093.0254 0.9845 -1.0034 -9.00 5.953 0.574 0 1 27 38 2 1 1 AVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 2 2076.0409 2076.0560 0.0151 0 7.26 6.307 0.614 0 1 29 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 2 2076.0409 2076.0455 0.0046 0 2.21 5.61 0.639 0 1 30 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 2 2076.0409 2076.0455 0.0046 0 2.21 5.341 0.459 0 1 26 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 3 2092.0409 2092.0373 -0.0037 0 -1.75 3.849 0.371 0 1 32 76 2 1 1 AVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 3 2092.0409 2092.0402 -0.0007 0 -0.35 4.184 0.425 0 1 31 76 2 1 1 AVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 2 2092.0409 2093.0454 1.0045 -1.0034 0.56 5.962 0.581 0 1 27 38 2 1 1 AVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 2 2092.0409 2093.0454 1.0045 -1.0034 0.56 5.998 0.564 0 1 28 38 2 1 1 AVIDKGM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTK F 3 2076.0409 2076.0468 0.0059 0 2.85 4.484 0.389 0 1 36 76 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9979 R AVIDKGMETLAEIGQGESTK F 2 2076.0409 2076.0514 0.0104 0 5.03 3.281 0.178 0.1 1 22 38 2 1 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 3 3529.8702 3529.8781 0.0078 0 2.22 8.603 0.59 0 1 51 128 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 5 3529.8702 3529.8742 0.0040 0 1.13 4.978 0.287 0 1 62 256 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8742 0.0040 0 1.13 4.575 0.278 0 2 43 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 5 3529.8702 3529.8812 0.0110 0 3.12 4.511 0.281 0.1 1 56 256 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8784 0.0081 0 2.31 3.766 0.286 0.1 1 42 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 5 3545.8702 3545.8743 0.0040 0 1.14 4.705 0.422 0 1 55 256 2 2 1 AVIDKGM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8832 0.0130 0 3.69 4.443 0.311 0 2 41 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 3 3529.8702 3530.8870 1.0168 -1.0034 3.80 8.668 0.607 0 1 49 128 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 3 3529.8702 3531.8782 2.0079 -2.0067 0.35 8.005 0.58 0 1 48 128 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 3 3529.8702 3530.8582 0.9879 -1.0034 -4.36 6.699 0.579 0 1 43 128 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 3 3545.8702 3545.8646 -0.0056 0 -1.57 8.268 0.64 0 1 42 128 2 2 1 AVIDKGM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 3 3545.8702 3545.8690 -0.0012 0 -0.33 8.296 0.64 0 1 41 128 2 2 1 AVIDKGM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3530.8718 1.0015 -1.0034 -0.51 3.719 0.272 0.1 1 43 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 3 3529.8702 3530.8582 0.9879 -1.0034 -4.36 3.8 0.321 0 1 28 128 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8454 -0.0248 0 -7.03 3.398 0.232 0.3 2 42 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8740 0.0037 0 1.06 3.47 0.172 0.1 1 42 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8852 0.0150 0 4.24 3.111 0.15 0.6 1 40 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8742 0.0040 0 1.13 3.414 0.251 0.5 19 35 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9990 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3531.8909 2.0207 -2.0067 3.96 3.106 0.171 0.9 1 40 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9988 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8664 -0.0038 0 -1.08 3.057 0.146 1.5 2 39 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9987 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8793 0.0091 0 2.58 3.205 0.216 0.5 14 35 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9978 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3530.8813 1.0111 -1.0034 2.19 3.282 0.147 0.3 1 40 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9962 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3530.8796 1.0094 -1.0034 1.70 3.196 0.179 1.8 4 41 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9930 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8789 0.0086 0 2.44 2.803 0.112 1.9 5 36 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9928 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3531.8786 2.0084 -2.0067 0.48 3.695 0.108 0.1 2 42 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9919 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8676 -0.0026 0 -0.74 2.846 0.07 6.7 2 38 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9837 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8857 0.0155 0 4.38 2.981 0.086 2.8 7 38 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9765 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3531.8779 2.0077 -2.0067 0.27 3.24 0.078 0.9 3 38 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9688 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8864 0.0162 0 4.59 2.773 0.101 4.2 21 37 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9687 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8649 -0.0053 0 -1.50 3.194 0.033 0.5 4 38 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9643 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3531.8909 2.0207 -2.0067 3.96 2.994 0.121 2.2 14 36 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9528 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3530.8642 0.9940 -1.0034 -2.65 2.79 0.098 5.2 7 36 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9391 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3529.8702 3529.8854 0.0152 0 4.31 2.83 0.066 5.1 20 35 192 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9328 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 3 3529.8702 3529.8689 -0.0013 0 -0.37 3.709 0.048 0.9 10 22 128 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9244 R AVIDKGMETLAEIGQGESTKFILPQELTSLVGR Y 4 3545.8702 3545.8789 0.0086 0 2.43 3.534 0.043 1.6 18 35 192 2 2 1 AVIDKGM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1548.7392 1548.7353 -0.0039 0 -2.52 4.331 0.505 0 1 22 26 2 0 1 AVLGDM[147]ELDDTLNK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7413 0.0021 0 1.36 4.675 0.262 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1548.7392 1548.7346 -0.0046 0 -2.99 3.986 0.452 0 1 22 26 2 0 1 AVLGDM[147]ELDDTLNK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7433 0.0040 0 2.63 4.158 0.453 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7430 0.0038 0 2.47 4.224 0.445 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1548.7392 1548.7346 -0.0046 0 -2.99 4.874 0.261 0 1 21 26 2 0 1 AVLGDM[147]ELDDTLNK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1548.7392 1548.7353 -0.0039 0 -2.52 4.604 0.216 0 1 22 26 2 0 1 AVLGDM[147]ELDDTLNK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7398 0.0006 0 0.40 4.412 0.444 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7428 0.0035 0 2.31 4.287 0.491 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.8054 0.0662 0 43.21 4.112 0.348 0 1 20 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1548.7392 1548.7356 -0.0037 0 -2.36 4.254 0.482 0 1 22 26 2 0 1 AVLGDM[147]ELDDTLNK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7424 0.0032 0 2.08 3.913 0.473 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7428 0.0035 0 2.31 4.84 0.295 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7413 0.0021 0 1.36 4.592 0.451 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1548.7392 1548.7341 -0.0051 0 -3.31 4.074 0.453 0 1 22 26 2 0 1 AVLGDM[147]ELDDTLNK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 1 1532.7392 1532.7463 0.0070 0 4.59 3.088 0.504 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7419 0.0027 0 1.76 4.432 0.437 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7425 0.0033 0 2.16 4.548 0.423 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7417 0.0024 0 1.60 4.14 0.334 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNK R 2 1532.7392 1532.7400 0.0007 0 0.48 4.532 0.464 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9988 R AVLGDMELDDTLNK R 2 1548.7392 1549.7368 0.9976 -1.0034 -3.73 3.172 0.206 0 2 16 26 2 0 1 AVLGDM[147]ELDDTLNK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9537 R AVLGDMELDDTLNK R 2 1532.7392 1534.7654 2.0262 -2.0067 12.74 2.349 0.108 1.1 1 13 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9466 R AVLGDMELDDTLNK R 2 1532.7392 1534.2454 1.5062 -2.0067 -326.52 2.256 0.115 0.3 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKR G 2 1688.8403 1688.8430 0.0027 0 1.58 4.534 0.478 0 1 23 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKR G 2 1688.8403 1688.8415 0.0012 0 0.71 4.501 0.298 0 1 23 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKR G 2 1688.8403 1688.8414 0.0011 0 0.64 4.789 0.494 0 1 24 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9107 R AVLGDMELDDTLNKR G 3 1704.8403 1704.8384 -0.0019 0 -1.13 1.29 0.137 4.3 1 24 56 2 0 1 AVLGDM[147]ELDDTLNKR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1711 0.0015 0 0.63 3.705 0.337 0 1 39 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1720 0.0024 0 1.03 3.506 0.366 0 1 39 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1782 0.0085 0 3.67 3.871 0.337 0 1 37 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1770 0.0073 0 3.15 4.369 0.366 0 1 37 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1720 0.0024 0 1.03 3.51 0.373 0 1 38 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2345.1696 2345.1665 -0.0032 0 -1.35 3.352 0.331 0 1 34 80 2 1 1 AVLGDM[147]ELDDTLNKRGEINAR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2345.1696 2345.1650 -0.0046 0 -1.97 3.364 0.377 0 1 30 80 2 1 1 AVLGDM[147]ELDDTLNKRGEINAR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1689 -0.0007 0 -0.31 4.124 0.376 0 1 38 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1713 0.0017 0 0.71 4.155 0.334 0 1 42 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2330.1682 0.9985 -1.0034 -2.06 4.667 0.256 0 1 40 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1684 -0.0013 0 -0.54 2.993 0.267 0.1 1 33 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 R AVLGDMELDDTLNKRGEINAR I 3 2345.1696 2345.1698 0.0001 0 0.06 2.368 0.287 0.2 1 25 80 2 1 1 AVLGDM[147]ELDDTLNKRGEINAR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9982 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2330.1682 0.9985 -1.0034 -2.06 3.652 0.196 0.4 1 33 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9977 R AVLGDMELDDTLNKRGEINAR I 2 2329.1696 2330.1654 0.9958 -1.0034 -3.23 3.685 0.231 0 1 18 40 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9958 R AVLGDMELDDTLNKRGEINAR I 3 2345.1696 2347.1482 1.9785 -2.0067 -12.00 3.22 0.191 0.4 1 32 80 2 1 1 AVLGDM[147]ELDDTLNKRGEINAR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9946 R AVLGDMELDDTLNKRGEINAR I 3 2329.1696 2329.1698 0.0002 0 0.08 2.865 0.163 0.4 1 29 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9172 R AVLGDMELDDTLNKRGEINAR I 3 2345.1696 2343.1924 -1.9772 2 9.71 3.262 0.242 0.2 2 25 80 2 1 1 AVLGDM[147]ELDDTLNKRGEINAR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVSNLAQTTLR A 2 1172.6513 1172.6532 0.0018 0 1.58 3.763 0.393 0 1 19 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVSNLAQTTLR A 2 1172.6513 1172.6530 0.0017 0 1.47 3.788 0.397 0 1 19 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVSNLAQTTLR A 2 1172.6513 1172.6516 0.0003 0 0.22 3.751 0.452 0 1 19 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVSNLAQTTLR A 2 1172.6513 1172.6454 -0.0059 0 -5.01 3.297 0.35 0 1 17 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R AVSNLAQTTLR A 2 1172.6513 1172.6537 0.0023 0 1.99 3.599 0.424 0 1 19 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9910 R AVSNLAQTTLR A 1 1172.6513 1172.6520 0.0007 0 0.60 2.21 0.272 0 24 10 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 M DAEIDDDPGTTDVAGGPDDTTR T 2 2231.9302 2232.9212 0.9910 -1.0034 -5.53 5.791 0.532 0 1 30 42 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 M DAEIDDDPGTTDVAGGPDDTTR T 2 2231.9302 2231.9454 0.0152 0 6.82 4.222 0.521 0 1 27 42 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9981 M DAEIDDDPGTTDVAGGPDDTTR T 2 2231.9302 2231.9364 0.0062 0 2.76 4.058 0.223 0 1 24 42 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7663 0.0046 0 3.09 2.893 0.376 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.465 0.364 0 1 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 3.182 0.414 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 3.139 0.39 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7607 -0.0010 0 -0.68 3.169 0.531 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.895 0.44 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7660 0.0042 0 2.84 3.088 0.361 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.78 0.434 0 3 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.9227 0.1610 0 107.98 3.436 0.411 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7454 -0.0163 0 -10.92 2.861 0.433 0 1 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.49 0.403 0 1 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7625 0.0008 0 0.55 3.643 0.495 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1491.7706 1.0089 -1.0034 3.71 3.822 0.419 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1492.0454 1.2837 -1.0034 188.07 3.151 0.37 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7656 0.0039 0 2.60 3.557 0.468 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7666 0.0049 0 3.25 3.147 0.452 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7650 0.0033 0 2.19 3.37 0.527 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.865 0.309 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.862 0.31 0 1 20 26 2 0 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7657 0.0040 0 2.68 2.994 0.372 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 3.036 0.427 0 1 15 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7624 0.0007 0 0.47 3.331 0.444 0 1 20 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7649 0.0031 0 2.11 3.547 0.471 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7638 0.0020 0 1.37 3.54 0.506 0 1 23 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.546 0.421 0 2 13 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.844 0.332 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.839 0.327 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7632 0.0014 0 0.96 2.909 0.425 0 1 15 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7679 0.0062 0 4.15 3.389 0.427 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7693 0.0075 0 5.06 3.31 0.419 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7630 0.0013 0 0.88 3.092 0.445 0 1 20 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7635 0.0018 0 1.21 4.103 0.522 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7655 0.0038 0 2.52 3.408 0.378 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7696 0.0079 0 5.30 2.894 0.426 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7683 0.0066 0 4.40 3.607 0.488 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7683 0.0066 0 4.40 2.995 0.469 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7647 0.0030 0 2.03 3.375 0.371 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7662 0.0045 0 3.01 3.259 0.474 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7689 0.0072 0 4.81 2.792 0.396 0 1 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7672 0.0055 0 3.66 3.039 0.413 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.9454 0.1837 0 123.24 2.751 0.345 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7627 0.0009 0 0.63 3.933 0.496 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 3.364 0.494 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7728 0.0111 0 7.43 3.397 0.455 0 1 15 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7663 0.0046 0 3.09 3.145 0.417 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7627 0.0009 0 0.63 3.556 0.402 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.9183 0.1566 0 105.04 2.911 0.384 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.959 0.313 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7647 0.0030 0 2.03 3.346 0.262 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7691 0.0074 0 4.97 2.943 0.417 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7640 0.0023 0 1.53 3.182 0.401 0 1 15 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1492.0454 1.2837 -1.0034 188.07 3.205 0.414 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7663 0.0046 0 3.09 3.098 0.424 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7627 0.0009 0 0.63 3.348 0.473 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7738 0.0121 0 8.09 2.639 0.411 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7672 0.0055 0 3.66 2.868 0.446 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 3.208 0.451 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7672 0.0055 0 3.66 3.123 0.448 0 1 20 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 3 1490.7617 1490.7579 -0.0038 0 -2.57 4.643 0.218 0 1 31 52 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7635 0.0018 0 1.21 3.277 0.433 0 1 22 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 3.015 0.424 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7687 0.0069 0 4.65 2.979 0.445 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7671 0.0053 0 3.58 3.418 0.429 0 1 20 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R DNSPVTADAVVYIK V 2 1490.7617 1490.7601 -0.0016 0 -1.09 3.185 0.437 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.7636 0.0019 0 1.29 3.093 0.218 0.1 1 20 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1492.0454 1.2837 -1.0034 188.07 2.823 0.367 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.7633 0.0016 0 1.04 3.313 0.21 0 1 19 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.73 0.33 0 2 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.7652 0.0035 0 2.35 3.115 0.23 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.954 0.362 0 16 12 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.7657 0.0040 0 2.68 2.987 0.256 0.1 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.9167 0.1550 0 103.97 2.878 0.274 0 1 17 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.7622 0.0005 0 0.31 3.031 0.239 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 3 1490.7617 1490.7615 -0.0003 0 -0.17 3.811 0.179 0 1 29 52 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R DNSPVTADAVVYIK V 2 1490.7617 1490.7657 0.0040 0 2.68 3.319 0.206 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 R DNSPVTADAVVYIK V 3 1490.7617 1490.7623 0.0006 0 0.38 3.26 0.169 0 1 25 52 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 R DNSPVTADAVVYIK V 2 1490.7617 1491.3854 0.6237 -1.0034 -254.65 2.824 0.308 0 1 13 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.466 0.281 0 3 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 R DNSPVTADAVVYIK V 3 1490.7617 1490.7564 -0.0053 0 -3.55 3.539 0.142 0 2 25 52 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 R DNSPVTADAVVYIK V 2 1490.7617 1490.9150 0.1533 0 102.83 2.585 0.274 0 5 12 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 R DNSPVTADAVVYIK V 2 1490.7617 1491.3854 0.6237 -1.0034 -254.65 2.828 0.296 0 1 15 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 R DNSPVTADAVVYIK V 2 1490.7617 1491.3654 0.6037 -1.0034 -268.07 2.962 0.261 0 1 16 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 R DNSPVTADAVVYIK V 2 1490.7617 1491.2054 0.4437 0 297.65 2.467 0.255 0.1 5 15 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 R DNSPVTADAVVYIK V 2 1490.7617 1490.7625 0.0008 0 0.55 2.868 0.154 0.1 1 20 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9992 R DNSPVTADAVVYIK V 2 1490.7617 1488.7018 -2.0600 2 -40.23 3.439 0.397 0 1 18 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9985 R DNSPVTADAVVYIK V 1 1490.7617 1490.7638 0.0021 0 1.42 2.97 0.073 0.2 2 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9977 R DNSPVTADAVVYIK V 2 1490.7617 1491.3654 0.6037 -1.0034 -268.07 2.772 0.201 0.1 1 15 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9961 R DNSPVTADAVVYIK V 2 1490.7617 1490.9173 0.1556 0 104.38 2.222 0.175 0.9 2 14 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9911 R DNSPVTADAVVYIK V 2 1490.7617 1490.7654 0.0037 0 2.50 2.189 0.271 0.2 306 11 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9909 R DNSPVTADAVVYIK V 1 1490.7617 1490.7743 0.0126 0 8.46 2.577 0.092 0.1 10 13 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9888 R DNSPVTADAVVYIK V 1 1490.7617 1490.7648 0.0031 0 2.08 2.626 0.052 0.1 10 13 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9849 R DNSPVTADAVVYIK V 3 1490.7617 1490.7682 0.0064 0 4.32 2.417 0.121 0.3 13 20 52 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9121 R DNSPVTADAVVYIK V 3 1490.7617 1491.7582 0.9964 -1.0034 -4.63 2.44 0.14 0.4 230 18 52 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 R DNSPVTADAVVYIKVMDPKK A 4 2189.1402 2189.1384 -0.0018 0 -0.84 2.87 0.184 0.6 3 31 114 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K DVQQAMEQQTSAER K 2 1619.7209 1619.7187 -0.0022 0 -1.36 4.516 0.536 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K DVQQAMEQQTSAER K 3 1619.7209 1619.7224 0.0014 0 0.89 4.029 0.28 0 1 27 52 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K DVQQAMEQQTSAER K 2 1619.7209 1619.7203 -0.0006 0 -0.38 4.564 0.536 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K DVQQAMEQQTSAER K 2 1619.7209 1619.7214 0.0005 0 0.30 4.41 0.556 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K DVQQAMEQQTSAER K 2 1619.7209 1619.7226 0.0017 0 1.05 4.536 0.552 0 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K DVQQAMEQQTSAER K 2 1619.7209 1619.7220 0.0011 0 0.68 3.855 0.256 0.1 1 21 26 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9989 K DVQQAMEQQTSAER K 2 1635.7209 1635.7180 -0.0029 0 -1.79 2.077 0.254 0 1 16 26 2 0 1 DVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ELDEPTDEWGVR V 2 1444.6470 1444.6478 0.0008 0 0.54 2.872 0.37 0 1 19 22 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ELDEPTDEWGVR V 2 1444.6470 1444.6480 0.0010 0 0.71 3.856 0.338 0 1 19 22 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ELDEPTDEWGVR V 2 1444.6470 1444.6499 0.0029 0 1.97 2.953 0.414 0 1 19 22 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ELDEPTDEWGVR V 2 1444.6470 1444.6493 0.0022 0 1.55 2.971 0.438 0 1 19 22 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0769 0.0063 0 2.81 2.641 0.422 0 1 30 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0745 0.0039 0 1.75 2.481 0.39 0 1 27 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0742 0.0036 0 1.58 2.441 0.382 0.1 2 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0709 0.0003 0 0.12 2.397 0.357 0.1 1 29 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0740 0.0034 0 1.50 2.608 0.346 0 2 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0751 0.0045 0 1.99 2.42 0.356 0 2 27 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0718 0.0012 0 0.52 2.341 0.357 0.2 3 23 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0751 0.0045 0 1.99 2.408 0.342 0.2 2 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0764 0.0058 0 2.56 2.212 0.336 0.1 1 26 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0736 0.0030 0 1.34 2.437 0.316 0 1 30 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0782 0.0076 0 3.38 2.159 0.336 0.1 1 26 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0714 0.0008 0 0.36 2.12 0.323 0.2 1 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0725 0.0019 0 0.85 2.419 0.299 0.3 2 23 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0760 0.0054 0 2.40 2.104 0.315 0.3 1 29 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0753 0.0047 0 2.07 2.443 0.276 0 1 28 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9991 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0725 0.0019 0 0.85 2.146 0.307 0.1 2 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9990 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0707 0.0001 0 0.03 2.366 0.299 0.2 6 21 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9990 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0751 0.0045 0 1.99 2.276 0.291 0.1 2 26 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9989 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0720 0.0014 0 0.61 2.358 0.279 0.1 2 24 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9988 K ELDEPTDEWGVRVESVEVR E 2 2243.0706 2243.0763 0.0056 0 2.52 2.656 0.289 0.1 1 17 36 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9986 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0740 0.0034 0 1.50 2.321 0.273 0.1 2 27 72 2 1 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9985 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0775 0.0069 0 3.05 2.773 0.214 0.3 1 23 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9982 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0680 -0.0027 0 -1.19 2.426 0.265 0.1 4 23 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9975 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2245.0882 2.0175 -2.0067 4.84 2.736 0.255 0.6 2 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9968 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0745 0.0039 0 1.75 2.509 0.222 0.2 2 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9967 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0714 0.0008 0 0.36 2.376 0.234 0.2 2 27 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9962 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0747 0.0041 0 1.83 2.064 0.248 0.2 1 29 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9961 K ELDEPTDEWGVRVESVEVR E 2 2243.0706 2243.0790 0.0083 0 3.71 2.745 0.259 0.2 6 16 36 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9960 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2245.0582 1.9875 -2.0067 -8.54 2.684 0.249 0.6 3 24 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9953 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2245.0882 2.0175 -2.0067 4.84 2.532 0.237 0.4 1 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9951 K ELDEPTDEWGVRVESVEVR E 2 2243.0706 2243.0775 0.0069 0 3.06 2.599 0.262 0.1 5 16 36 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9948 K ELDEPTDEWGVRVESVEVR E 2 2243.0706 2243.0731 0.0025 0 1.10 2.547 0.253 0.2 3 16 36 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9947 K ELDEPTDEWGVRVESVEVR E 2 2243.0706 2243.0768 0.0061 0 2.73 2.643 0.265 0.2 8 15 36 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9942 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2245.1182 2.0475 -2.0067 18.21 2.601 0.235 0.9 2 26 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9856 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0716 0.0010 0 0.44 2.186 0.193 0.6 2 24 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9823 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0720 0.0014 0 0.61 2.811 0.138 0.1 4 28 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9804 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0707 0.0001 0 0.03 2.455 0.14 0.5 1 27 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9790 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0778 0.0072 0 3.22 2.432 0.175 1 7 23 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9785 K ELDEPTDEWGVRVESVEVR E 2 2243.0706 2243.0794 0.0088 0 3.93 2.586 0.24 0.3 43 14 36 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9783 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0712 0.0006 0 0.28 2.507 0.156 0.9 4 22 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9743 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0659 -0.0047 0 -2.09 2.545 0.162 1.4 10 22 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9741 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0670 -0.0036 0 -1.60 2.199 0.179 1.4 4 22 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9656 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0674 -0.0032 0 -1.44 2.602 0.151 0.2 15 22 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9615 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0687 -0.0019 0 -0.86 2.137 0.178 1.4 7 23 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9589 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2244.0785 1.0079 -1.0034 2.02 2.619 0.242 0.2 226 18 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9581 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0720 0.0014 0 0.61 1.946 0.173 1.3 2 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9565 K ELDEPTDEWGVRVESVEVR E 2 2243.0706 2243.0797 0.0091 0 4.04 2.114 0.269 0.3 35 14 36 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9521 K ELDEPTDEWGVRVESVEVR E 2 2243.0706 2243.0704 -0.0002 0 -0.10 2.313 0.213 0.3 19 15 36 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9476 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0733 0.0026 0 1.18 2.388 0.142 0.8 9 25 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9471 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2245.0582 1.9875 -2.0067 -8.54 2.317 0.192 1.6 6 23 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9415 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2245.0988 2.0282 -2.0067 9.56 2.307 0.181 0.8 4 23 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9338 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0758 0.0052 0 2.32 2.502 0.092 0.4 2 24 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9257 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2245.0582 1.9875 -2.0067 -8.54 2.291 0.203 0.9 22 22 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9183 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2243.0705 -0.0001 0 -0.05 2.327 0.148 2.7 30 20 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9126 K ELDEPTDEWGVRVESVEVR E 3 2243.0706 2244.0805 1.0099 -1.0034 2.92 2.386 0.19 2.7 26 22 72 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ELDEPTDEWGVRVESVEVREVNPSK D 3 2897.4043 2897.4093 0.0049 0 1.70 4.255 0.335 0 3 32 96 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 R EMLGLDDIEK I 1 1161.5587 1161.5630 0.0043 0 3.71 2.65 0.285 0 1 12 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9975 R EMLGLDDIEK I 1 1177.5587 1177.5627 0.0040 0 3.40 1.826 0.147 0.6 1 12 18 2 0 1 EM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9966 R EMLGLDDIEK I 2 1161.5587 1161.5611 0.0024 0 2.07 1.976 0.18 0.1 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9653 R EMLGLDDIEK I 2 1177.5587 1177.5454 -0.0133 0 -11.27 1.782 0.089 0.4 1 15 18 2 0 1 EM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EMLGLDDIEKILGQIDEEAEVDVEAMEEEAQK I 3 3633.6852 3633.7014 0.0162 0 4.46 7.235 0.56 0 1 47 124 2 1 1 EM[147]LGLDDIEKILGQIDEEAEVDVEAMEEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EMLGLDDIEKILGQIDEEAEVDVEAMEEEAQK I 3 3633.6852 3634.6882 1.0029 -1.0034 -0.11 7.211 0.611 0 1 46 124 2 1 1 EM[147]LGLDDIEKILGQIDEEAEVDVEAMEEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EMLGLDDIEKILGQIDEEAEVDVEAMEEEAQK I 3 3633.6852 3634.6882 1.0029 -1.0034 -0.11 6.706 0.583 0 1 46 124 2 1 1 EM[147]LGLDDIEKILGQIDEEAEVDVEAMEEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EMLGLDDIEKILGQIDEEAEVDVEAMEEEAQK I 3 3617.6852 3617.6746 -0.0106 0 -2.94 6.029 0.614 0 1 40 124 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EMLGLDDIEKILGQIDEEAEVDVEAMEEEAQK I 3 3617.6852 3616.7279 -0.9573 1 11.80 6.569 0.607 0 1 38 124 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EMLGLDDIEKILGQIDEEAEVDVEAMEEEAQK I 3 3617.6852 3618.6982 1.0129 -1.0034 2.65 5.127 0.512 0 1 28 124 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EMLGLDDIEKILGQIDEEAEVDVEAMEEEAQKIK Q 4 3874.8642 3874.8581 -0.0061 0 -1.58 4.045 0.356 0 1 43 198 2 2 1 EM[147]LGLDDIEKILGQIDEEAEVDVEAMEEEAQKIK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 R EMLGLDDIEKILGQIDEEAEVDVEAMEEEAQKIK Q 4 3874.8642 3875.8509 0.9867 -1.0034 -4.30 3.612 0.23 0.2 1 40 198 2 2 1 EM[147]LGLDDIEKILGQIDEEAEVDVEAMEEEAQKIK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETR E 3 1846.7969 1846.8006 0.0037 0 2.00 3.893 0.325 0 1 31 60 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETR E 3 1846.7969 1846.8017 0.0048 0 2.60 4.017 0.346 0 1 31 60 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ENGHSLEALDFDDETR E 3 1846.7969 1847.7841 0.9872 -1.0034 -8.77 3.662 0.246 0 1 32 60 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K ENGHSLEALDFDDETR E 3 1846.7969 1847.7918 0.9948 -1.0034 -4.60 3.476 0.223 0.1 1 32 60 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K ENGHSLEALDFDDETR E 3 1846.7969 1847.9155 1.1186 -1.0034 62.42 2.834 0.265 0.1 1 26 60 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9992 K ENGHSLEALDFDDETR E 3 1846.7969 1847.7872 0.9903 -1.0034 -7.08 3.256 0.18 0.1 1 28 60 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 4 3006.3451 3006.3454 0.0003 0 0.09 4.193 0.345 0 1 43 150 2 1 1 ENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 3 3006.3451 3006.3469 0.0018 0 0.61 4.818 0.484 0 1 30 100 2 1 1 ENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 3 2990.3451 2991.3345 0.9894 -1.0034 -4.68 4.44 0.393 0 3 24 100 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 3 2990.3451 2990.3470 0.0019 0 0.63 4.957 0.49 0 1 30 100 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 4 3006.3451 3007.3309 0.9858 -1.0034 -5.85 5.459 0.424 0 1 46 150 2 1 1 ENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 4 2990.3451 2990.3525 0.0074 0 2.46 3.861 0.293 0.1 2 44 150 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 3 2990.3451 2992.3282 1.9830 -2.0067 -7.91 4.409 0.369 0 1 25 100 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 3 2990.3451 2991.3330 0.9879 -1.0034 -5.16 4.161 0.432 0 7 23 100 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 3 2990.3451 2990.3487 0.0035 0 1.18 4.863 0.435 0 1 31 100 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 4 3006.3451 3007.3309 0.9858 -1.0034 -5.85 5.201 0.497 0 1 48 150 2 1 1 ENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 3 2990.3451 2990.3507 0.0055 0 1.85 5.414 0.494 0 1 32 100 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ENGHSLEALDFDDETREMLGLDDIEK I 3 2990.3451 2991.3382 0.9930 -1.0034 -3.45 4.732 0.522 0 1 29 100 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 K ENGHSLEALDFDDETREMLGLDDIEK I 4 2990.3451 2992.3309 1.9858 -2.0067 -7.00 3.846 0.19 0.1 1 44 150 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9988 K ENGHSLEALDFDDETREMLGLDDIEK I 4 2990.3451 2990.3498 0.0047 0 1.56 3.236 0.17 0.3 4 36 150 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9228 K ENGHSLEALDFDDETREMLGLDDIEK I 4 2990.3451 2990.3522 0.0071 0 2.38 2.76 0.137 1.6 184 30 150 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2274.0546 2274.0547 0.0001 0 0.04 5.373 0.399 0 1 31 76 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 2 2274.0546 2274.0453 -0.0094 0 -4.12 4.947 0.533 0 1 23 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2290.0546 2290.0468 -0.0078 0 -3.43 5.258 0.413 0 1 34 76 2 1 1 EVNPSKDVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2290.0546 2290.0497 -0.0049 0 -2.15 5.064 0.429 0 1 35 76 2 1 1 EVNPSKDVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2274.0546 2274.0554 0.0008 0 0.36 4.842 0.431 0 1 29 76 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 2 2274.0546 2274.0575 0.0028 0 1.25 5.699 0.619 0 1 26 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 2 2274.0546 2274.0584 0.0038 0 1.68 4.268 0.509 0 1 23 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2290.0546 2290.0504 -0.0042 0 -1.83 4.777 0.49 0 1 32 76 2 1 1 EVNPSKDVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2290.0546 2290.0508 -0.0038 0 -1.67 5.205 0.455 0 1 34 76 2 1 1 EVNPSKDVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2290.0546 2290.0521 -0.0025 0 -1.11 4.173 0.446 0 1 29 76 2 1 1 EVNPSKDVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2290.0546 2290.0572 0.0026 0 1.13 3.918 0.415 0 1 31 76 2 1 1 EVNPSKDVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 2 2274.0546 2274.0575 0.0028 0 1.25 5.883 0.622 0 1 26 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2274.0546 2274.0597 0.0050 0 2.21 5.387 0.452 0 1 34 76 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 2 2274.0546 2274.0454 -0.0092 0 -4.04 4.563 0.608 0 1 24 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAER K 3 2274.0546 2274.0608 0.0061 0 2.69 4.747 0.424 0 1 33 76 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9983 R EVNPSKDVQQAMEQQTSAER K 2 2290.0546 2291.0654 1.0108 -1.0034 3.26 2.676 0.368 0 1 14 38 2 1 1 EVNPSKDVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9569 R EVNPSKDVQQAMEQQTSAER K 2 2290.0546 2291.0406 0.9860 -1.0034 -7.58 2.147 0.286 0 2 14 38 2 1 1 EVNPSKDVQQAM[147]EQQTSAER
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAERK R 3 2402.1496 2402.1491 -0.0006 0 -0.23 4.591 0.483 0 1 33 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAERK R 3 2402.1496 2402.1577 0.0081 0 3.35 4.52 0.497 0 1 31 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R EVNPSKDVQQAMEQQTSAERK R 3 2402.1496 2402.1491 -0.0006 0 -0.23 4.048 0.489 0 1 31 80 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9991 R EVNPSKDVQQAMEQQTSAERK R 4 2402.1496 2402.1538 0.0041 0 1.72 2.756 0.159 1.1 2 35 120 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9965 R EVNPSKDVQQAMEQQTSAERK R 4 2418.1496 2418.1452 -0.0044 0 -1.82 2.182 0.177 2.2 11 33 120 2 1 1 EVNPSKDVQQAM[147]EQQTSAERK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8453 0.0055 0 3.73 3.038 0.312 0 1 19 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1472.7054 0.8656 -1.0034 -93.57 3.179 0.425 0 1 19 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8418 0.0019 0 1.32 3.065 0.363 0 1 16 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8458 0.0060 0 4.06 4.24 0.31 0.1 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8462 0.0063 0 4.31 2.971 0.341 0 1 16 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 3 1471.8398 1472.8582 1.0183 -1.0034 10.19 3.49 0.294 0.1 1 25 48 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8408 0.0010 0 0.66 3.34 0.475 0 1 22 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1472.8508 1.0110 -1.0034 5.18 3.099 0.406 0 1 18 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 3 1471.8398 1472.8282 0.9883 -1.0034 -10.19 4.643 0.376 0 1 31 48 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8415 0.0017 0 1.16 3.662 0.522 0 1 20 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8449 0.0051 0 3.48 3.309 0.372 0 1 19 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8445 0.0046 0 3.15 3.175 0.429 0 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 3 1471.8398 1472.8282 0.9883 -1.0034 -10.19 3.775 0.288 0 1 24 48 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8486 0.0088 0 5.97 4.223 0.28 0.1 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8435 0.0037 0 2.48 3.522 0.379 0 1 18 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8467 0.0068 0 4.64 4.147 0.259 0.1 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8409 0.0011 0 0.74 3.027 0.507 0 1 21 24 2 0 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 3 1471.8398 1471.8382 -0.0017 0 -1.12 3.733 0.365 0 1 28 48 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8486 0.0088 0 5.97 3.916 0.482 0 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8437 0.0039 0 2.65 3.193 0.469 0 1 20 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8448 0.0050 0 3.40 3.074 0.385 0 1 18 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8412 0.0013 0 0.91 3.143 0.39 0 1 18 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8397 -0.0001 0 -0.09 2.822 0.321 0 1 17 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8413 0.0015 0 0.99 3.831 0.481 0 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8467 0.0068 0 4.64 3.734 0.482 0 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8468 0.0070 0 4.72 2.946 0.42 0 1 18 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 3 1471.8398 1471.8390 -0.0008 0 -0.57 3.87 0.325 0 1 28 48 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8413 0.0015 0 0.99 4.238 0.283 0.1 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8451 0.0052 0 3.56 4.616 0.494 0 1 21 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K FILPQELTSLVGR Y 2 1471.8398 1471.8420 0.0022 0 1.49 2.677 0.316 0 1 16 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K FILPQELTSLVGR Y 2 1471.8398 1472.7069 0.8671 -1.0034 -92.60 3.185 0.316 0 1 19 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K FILPQELTSLVGR Y 2 1471.8398 1471.8471 0.0073 0 4.97 2.815 0.263 0 1 18 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K FILPQELTSLVGR Y 2 1471.8398 1471.8416 0.0018 0 1.24 2.54 0.322 0.1 1 17 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K FILPQELTSLVGR Y 2 1471.8398 1471.8426 0.0028 0 1.90 2.412 0.31 0.1 1 16 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K FILPQELTSLVGR Y 2 1471.8398 1472.8254 0.9856 -1.0034 -12.04 2.704 0.33 0 1 17 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 K FILPQELTSLVGR Y 1 1471.8398 1471.8458 0.0059 0 4.03 2.529 0.302 0 1 15 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 K FILPQELTSLVGR Y 1 1471.8398 1471.8381 -0.0018 0 -1.20 2.3 0.333 0 1 17 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 K FILPQELTSLVGR Y 1 1471.8398 1471.8412 0.0014 0 0.96 2.3 0.355 0 1 15 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 K FILPQELTSLVGR Y 1 1471.8398 1471.8444 0.0046 0 3.12 2.458 0.274 0.7 1 15 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9977 K FILPQELTSLVGR Y 2 1471.8398 1471.1054 -0.7344 1 180.47 2.265 0.431 0 1 17 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9975 K FILPQELTSLVGR Y 2 1471.8398 1470.8170 -1.0228 1 -15.51 2.955 0.322 0 1 18 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9975 K FILPQELTSLVGR Y 2 1471.8398 1472.8254 0.9856 -1.0034 -12.04 2.292 0.262 0.1 1 16 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 K FILPQELTSLVGRY G 2 1634.9032 1634.9104 0.0072 0 4.37 3.753 0.434 0 1 21 26 1 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9925 K FILPQELTSLVGRY G 2 1634.9032 1634.9076 0.0043 0 2.66 2.734 0.414 0 1 19 26 1 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GAYTVLGTYR G 2 1099.5662 1099.5666 0.0004 0 0.36 3.384 0.416 0 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GAYTVLGTYR G 2 1099.5662 1099.5659 -0.0003 0 -0.30 3.41 0.456 0 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GAYTVLGTYR G 2 1099.5662 1099.5674 0.0011 0 1.03 2.722 0.422 0 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GAYTVLGTYR G 2 1099.5662 1099.5654 -0.0008 0 -0.71 2.735 0.446 0 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9991 K GAYTVLGTYR G 2 1099.5662 1099.5649 -0.0013 0 -1.19 2.97 0.079 0.1 1 15 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9983 K GAYTVLGTYR G 2 1099.5662 1099.5698 0.0036 0 3.25 2.202 0.171 0.2 1 14 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9909 K GAYTVLGTYR G 1 1099.5662 1099.5660 -0.0003 0 -0.23 1.838 0.194 0.1 6 10 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9869 K GAYTVLGTYR G 1 1099.5662 1099.5677 0.0015 0 1.32 1.805 0.325 0 20 10 18 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 Q GIHFIYPFVSDVTR F 3 1649.8566 1649.8559 -0.0008 0 -0.46 3.901 0.373 0 2 24 52 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9976 Q GIHFIYPFVSDVTR F 3 1649.8566 1649.8601 0.0034 0 2.09 3.442 0.259 0.1 1 29 52 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1549.7294 1549.7318 0.0024 0 1.52 4.195 0.551 0 1 23 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1565.7294 1565.7254 -0.0040 0 -2.54 4.433 0.504 0 1 24 28 2 0 1 GM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1549.7294 1549.7304 0.0010 0 0.66 4.215 0.551 0 1 23 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1565.7294 1565.7252 -0.0042 0 -2.70 4.878 0.533 0 1 23 28 2 0 1 GM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1565.7294 1565.7265 -0.0029 0 -1.84 4.593 0.503 0 1 24 28 2 0 1 GM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1549.7294 1549.7308 0.0014 0 0.89 4.292 0.545 0 1 23 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1565.7294 1565.7265 -0.0029 0 -1.84 4.88 0.124 0 1 23 28 2 0 1 GM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1549.7294 1549.7313 0.0019 0 1.21 4.271 0.557 0 1 23 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1565.7294 1565.7248 -0.0046 0 -2.94 4.477 0.514 0 1 23 28 2 0 1 GM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTK F 2 1565.7294 1565.7256 -0.0039 0 -2.47 5.545 0.43 0 1 23 28 2 0 1 GM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K GMETLAEIGQGESTK F 3 1565.7294 1565.7273 -0.0021 0 -1.35 3.069 0.237 0.1 11 21 56 2 0 1 GM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 K GMETLAEIGQGESTK F 2 1549.7294 1549.7308 0.0014 0 0.89 4.136 0.035 0 1 22 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 K GMETLAEIGQGESTK F 2 1549.7294 1549.7304 0.0010 0 0.66 4.171 0.029 0 1 19 28 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9978 K GMETLAEIGQGESTK F 3 1565.7294 1565.7273 -0.0021 0 -1.35 2.715 0.166 0.3 6 23 56 2 0 1 GM[147]ETLAEIGQGESTK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 4 3003.5587 3003.5610 0.0023 0 0.75 5.929 0.571 0 1 48 162 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3019.5587 3019.5562 -0.0026 0 -0.84 5.559 0.464 0 1 44 108 2 1 1 GM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3019.5587 3019.5701 0.0114 0 3.76 5.215 0.395 0 1 39 108 2 1 1 GM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 2 3003.5587 3005.5654 2.0067 -2.0067 0.01 5.43 0.478 0 1 25 54 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3003.5587 3003.5645 0.0058 0 1.91 5.748 0.405 0 1 41 108 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3003.5587 3003.5619 0.0032 0 1.06 5.105 0.434 0 1 47 108 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3003.5587 3004.5682 1.0094 -1.0034 2.03 4.572 0.394 0 1 36 108 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 4 3003.5587 3003.5615 0.0027 0 0.91 5.502 0.525 0 1 46 162 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3019.5587 3019.5609 0.0022 0 0.73 5.782 0.497 0 1 45 108 2 1 1 GM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3003.5587 3003.5674 0.0087 0 2.89 4.974 0.314 0 1 43 108 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K GMETLAEIGQGESTKFILPQELTSLVGR Y 4 3003.5587 3003.5722 0.0135 0 4.49 5.449 0.448 0 1 43 162 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K GMETLAEIGQGESTKFILPQELTSLVGR Y 4 3019.5587 3019.5524 -0.0063 0 -2.08 4.004 0.305 0 7 38 162 2 1 1 GM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3019.5587 3021.5799 2.0211 -2.0067 4.78 4.609 0.277 0 1 32 108 2 1 1 GM[147]ETLAEIGQGESTKFILPQELTSLVGR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K GMETLAEIGQGESTKFILPQELTSLVGR Y 3 3003.5587 3004.5682 1.0094 -1.0034 2.03 4.104 0.293 0 1 34 108 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9966 R GVLDQGIHFIYPFVSD V 2 1805.8988 1807.8254 1.9266 -2.0067 -44.34 2.909 0.429 0 1 16 30 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9421 R GVLDQGIHFIYPFVSD V 2 1805.8988 1806.9054 1.0066 -1.0034 1.81 2.583 0.336 0 4 12 30 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 4 2162.1160 2162.1125 -0.0035 0 -1.63 3.403 0.272 0.1 3 33 108 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1234 0.0074 0 3.43 4.293 0.444 0 1 36 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1179 0.0019 0 0.89 3.776 0.374 0 1 34 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2163.0982 0.9821 -1.0034 -9.81 4.563 0.454 0 1 29 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1212 0.0052 0 2.41 4.815 0.524 0 1 36 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1244 0.0083 0 3.85 4.122 0.392 0 1 33 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1207 0.0047 0 2.16 4.203 0.405 0 1 33 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2164.0882 1.9721 -2.0067 -15.98 4.002 0.352 0 2 24 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1216 0.0056 0 2.58 4.833 0.476 0 1 33 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1212 0.0052 0 2.41 4.085 0.317 0 1 31 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1207 0.0047 0 2.16 5.623 0.569 0 1 23 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1181 0.0021 0 0.97 4.002 0.415 0 1 31 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1153 -0.0007 0 -0.32 5.63 0.586 0 1 24 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1163 0.0003 0 0.13 5.691 0.56 0 1 23 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1222 0.0061 0 2.84 4.935 0.531 0 1 21 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 4 2162.1160 2162.1196 0.0036 0 1.64 4.697 0.481 0 1 38 108 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1212 0.0052 0 2.39 5.58 0.564 0 1 23 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1187 0.0027 0 1.26 5.579 0.564 0 1 24 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 4 2162.1160 2162.1193 0.0033 0 1.53 4.171 0.441 0 1 39 108 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1231 0.0070 0 3.26 4.002 0.407 0 1 31 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1192 0.0032 0 1.49 5.524 0.572 0 1 24 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1183 0.0023 0 1.06 4.033 0.418 0 1 35 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1220 0.0059 0 2.75 4.217 0.516 0 1 37 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1233 0.0072 0 3.34 3.97 0.394 0 1 32 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1231 0.0070 0 3.26 4.69 0.403 0 1 35 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2162.1253 0.0092 0 4.27 4.173 0.412 0 1 34 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1200 0.0039 0 1.82 5.12 0.555 0 1 22 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2163.1254 1.0094 -1.0034 2.81 3.145 0.329 0 1 14 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9989 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2163.1085 0.9925 -1.0034 -5.01 3.45 0.236 0.1 46 20 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9973 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1207 0.0047 0 2.16 2.868 0.087 0.7 1 18 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9964 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1217 0.0057 0 2.62 2.767 0.085 0.8 1 15 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9959 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1166 0.0005 0 0.24 2.814 0.071 0.6 1 17 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9919 R GVLDQGIHFIYPFVSDVTR F 3 2162.1160 2163.1333 1.0172 -1.0034 6.42 3.128 0.142 0.2 6 24 72 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9808 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2162.1214 0.0054 0 2.50 2.611 0.011 1.5 1 16 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9520 R GVLDQGIHFIYPFVSDVTR F 2 2162.1160 2163.3654 1.2494 -1.0034 113.81 1.607 0.26 0.3 2 13 36 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTRFDMR T 4 2711.3530 2711.3588 0.0058 0 2.14 3.136 0.361 0 5 33 132 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTRFDMR T 3 2711.3530 2711.3600 0.0070 0 2.58 3.221 0.321 0 1 31 88 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTRFDMR T 3 2711.3530 2711.3618 0.0088 0 3.25 3.492 0.304 0 1 31 88 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R GVLDQGIHFIYPFVSDVTRFDMR T 4 2711.3530 2711.3549 0.0019 0 0.70 3.003 0.305 0 1 38 132 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R GVLDQGIHFIYPFVSDVTRFDMR T 3 2711.3530 2711.3549 0.0019 0 0.68 3.246 0.307 0 1 32 88 2 1 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R GVLDQGIHFIYPFVSDVTRFDMR T 4 2711.3530 2711.3598 0.0068 0 2.50 2.666 0.225 0.1 1 38 132 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 R GVLDQGIHFIYPFVSDVTRFDMR T 4 2711.3530 2711.3571 0.0041 0 1.51 2.643 0.263 0.1 5 35 132 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 R GVLDQGIHFIYPFVSDVTRFDMR T 4 2711.3530 2711.3557 0.0026 0 0.97 2.949 0.322 0.4 33 32 132 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9988 R GVLDQGIHFIYPFVSDVTRFDMR T 4 2727.3530 2727.3525 -0.0005 0 -0.20 2.691 0.121 0.1 1 39 132 2 1 1 GVLDQGIHFIYPFVSDVTRFDM[147]R
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9969 R GVLDQGIHFIYPFVSDVTRFDMR T 3 2711.3530 2711.3482 -0.0049 0 -1.79 2.635 0.209 0.2 1 27 88 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9953 R GVLDQGIHFIYPFVSDVTRFDMR T 4 2727.3530 2727.3515 -0.0015 0 -0.56 2.88 0.09 0.1 2 38 132 2 1 1 GVLDQGIHFIYPFVSDVTRFDM[147]R
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9896 R GVLDQGIHFIYPFVSDVTRFDMR T 4 2727.3530 2727.3505 -0.0025 0 -0.91 2.707 0.032 0.2 1 38 132 2 1 1 GVLDQGIHFIYPFVSDVTRFDM[147]R
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 4 2711.2423 2712.2282 0.9859 -1.0034 -6.44 4.95 0.334 0 1 47 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 3 2711.2423 2712.2290 0.9867 -1.0034 -6.14 4.986 0.443 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 3 2711.2423 2712.2287 0.9863 -1.0034 -6.28 4.762 0.404 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 3 2711.2423 2712.2299 0.9876 -1.0034 -5.80 4.733 0.43 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 4 2711.2423 2711.2477 0.0054 0 2.00 4.782 0.495 0 1 42 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 3 2711.2423 2712.2274 0.9851 -1.0034 -6.75 5.056 0.405 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 4 2711.2423 2713.2509 2.0086 -2.0067 0.69 3.879 0.304 0 1 50 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 4 2711.2423 2712.2304 0.9881 -1.0034 -5.63 4.708 0.385 0 1 48 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETR E 4 2711.2423 2711.2477 0.0054 0 2.00 4.713 0.464 0 1 43 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K HLQGSDVKENGHSLEALDFDDETR E 4 2711.2423 2713.2509 2.0086 -2.0067 0.69 3.821 0.276 0 1 37 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 K HLQGSDVKENGHSLEALDFDDETR E 2 2711.2423 2712.2286 0.9863 -1.0034 -6.29 3.659 0.344 0 1 23 46 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 K HLQGSDVKENGHSLEALDFDDETR E 2 2711.2423 2713.2376 1.9953 -2.0067 -4.20 3.452 0.357 0 1 23 46 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9967 K HLQGSDVKENGHSLEALDFDDETR E 4 2711.2423 2712.2299 0.9876 -1.0034 -5.81 3.767 0.123 0 1 38 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9745 K HLQGSDVKENGHSLEALDFDDETR E 4 2711.2423 2710.2976 -0.9448 1 20.37 3.266 0.265 0 3 33 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 3 3854.7905 3855.7860 0.9955 -1.0034 -2.03 5.232 0.294 0 1 28 132 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3854.7905 3856.7910 2.0005 -2.0067 -1.61 4.367 0.341 0.1 1 54 264 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 4 3854.7905 3855.7856 0.9951 -1.0034 -2.15 4.691 0.309 0.1 1 41 198 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 4 3854.7905 3854.8017 0.0112 0 2.90 5.903 0.339 0 1 47 198 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 4 3854.7905 3856.7709 1.9804 -2.0067 -6.83 5.511 0.29 0 1 45 198 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3854.7905 3854.8046 0.0141 0 3.66 4.765 0.461 0 1 56 264 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3870.7905 3871.7736 0.9831 -1.0034 -5.23 4.592 0.327 0 1 62 264 2 2 1 HLQGSDVKENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 4 3854.7905 3854.7973 0.0068 0 1.76 6.559 0.396 0 1 48 198 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 4 3870.7905 3871.7790 0.9885 -1.0034 -3.84 4.527 0.304 0 2 37 198 2 2 1 HLQGSDVKENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 4 3854.7905 3856.8109 2.0204 -2.0067 3.55 5.167 0.242 0 1 47 198 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3870.7905 3872.7636 1.9731 -2.0067 -8.68 3.553 0.251 0.1 1 59 264 2 2 1 HLQGSDVKENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3854.7905 3856.7636 1.9731 -2.0067 -8.72 4.165 0.236 0.1 1 52 264 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3870.7905 3872.7636 1.9731 -2.0067 -8.68 4.117 0.235 0.1 1 58 264 2 2 1 HLQGSDVKENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 4 3854.7905 3855.7783 0.9877 -1.0034 -4.05 4.768 0.225 0 1 50 198 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3854.7905 3855.7900 0.9995 -1.0034 -1.00 4.419 0.222 0 1 62 264 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3854.7905 3856.8136 2.0231 -2.0067 4.25 3.13 0.196 0.8 1 53 264 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9991 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 4 3870.7905 3872.7709 1.9804 -2.0067 -6.80 3.664 0.231 0.2 5 37 198 2 2 1 HLQGSDVKENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9991 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3870.7905 3872.8136 2.0231 -2.0067 4.24 3.957 0.159 1 1 52 264 2 2 1 HLQGSDVKENGHSLEALDFDDETREM[147]LGLDDIEK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9970 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3854.7905 3856.7971 2.0066 -2.0067 -0.03 3.844 0.224 0.5 12 50 264 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9915 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3854.7905 3856.7986 2.0081 -2.0067 0.37 3.826 0.04 0.4 1 55 264 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9699 K HLQGSDVKENGHSLEALDFDDETREMLGLDDIEK I 5 3854.7905 3856.7892 1.9987 -2.0067 -2.09 2.797 0.003 6 1 54 264 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9982 K IKQGQDSGLDNADDVIEEM D 2 2091.9317 2092.9449 1.0132 -1.0034 4.71 4.303 0.44 0 1 19 36 1 1 1 IKQGQDSGLDNADDVIEEM[147]
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1461 0.0091 0 3.64 6.069 0.454 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1445 0.0075 0 3.02 6.329 0.494 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1340 -0.0030 0 -1.22 6.205 0.402 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 3.511 0.345 0 1 31 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.729 0.427 0 1 32 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1436 0.0066 0 2.65 5.794 0.451 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1447 0.0077 0 3.09 6.075 0.49 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1443 0.0073 0 2.94 6.059 0.495 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2476.1182 1.9811 -2.0067 -10.33 4.854 0.416 0 1 31 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1359 -0.0011 0 -0.46 5.789 0.471 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1430 0.0060 0 2.43 6.279 0.462 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.147 0.495 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1408 0.0037 0 1.50 6.893 0.486 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1386 0.0016 0 0.65 6.005 0.518 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.516 0.465 0 1 32 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1400 0.0030 0 1.21 5.601 0.457 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1515 0.0144 0 5.83 4.609 0.349 0 1 28 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.506 0.477 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1381 0.0011 0 0.43 5.97 0.489 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1434 0.0064 0 2.57 5.869 0.489 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1382 2.0011 -2.0067 -2.23 6.389 0.473 0 1 41 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1436 0.0066 0 2.65 6.04 0.49 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.985 0.466 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1419 0.0049 0 1.98 6.117 0.485 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2474.1370 2474.1441 0.0071 0 2.88 5.418 0.52 0 1 24 42 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2474.1370 2474.1466 0.0096 0 3.86 3.43 0.399 0 1 16 42 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1447 0.0077 0 3.09 5.69 0.572 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1448 0.0078 0 3.12 5.663 0.406 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1425 0.0055 0 2.20 6.109 0.528 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1423 0.0053 0 2.13 6.238 0.482 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1413 0.0043 0 1.72 6.593 0.481 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1416 0.0045 0 1.83 6.442 0.482 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1203 0.9832 -1.0034 -8.13 5.507 0.451 0 1 35 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1377 1.0006 -1.0034 -1.10 3.965 0.282 0 1 26 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1403 0.0033 0 1.32 6.119 0.49 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1416 0.0045 0 1.83 6.096 0.492 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1377 0.0007 0 0.28 6.21 0.51 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.552 0.403 0 1 31 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1392 0.0022 0 0.87 6.367 0.511 0 1 42 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1406 0.0036 0 1.46 5.891 0.455 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1421 0.0051 0 2.06 5.784 0.433 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1490 1.0120 -1.0034 3.49 4.939 0.407 0 1 32 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1510 0.0140 0 5.62 5.219 0.442 0 1 33 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1374 0.0003 0 0.13 6.007 0.505 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1403 0.0033 0 1.32 6.096 0.469 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1682 2.0311 -2.0067 9.82 5.419 0.483 0 1 35 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1443 0.0073 0 2.94 6.081 0.492 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1401 0.0031 0 1.24 6.405 0.543 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2474.1370 2476.1454 2.0084 -2.0067 0.70 6.579 0.544 0 1 25 42 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1402 1.0032 -1.0034 -0.06 4.381 0.412 0 1 30 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1282 0.9911 -1.0034 -4.93 4.504 0.359 0 1 32 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1374 0.0003 0 0.13 5.672 0.506 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1412 0.0042 0 1.69 5.727 0.457 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1289 -0.0082 0 -3.28 4.315 0.447 0 1 27 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1392 0.0022 0 0.87 6.115 0.514 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1414 0.0044 0 1.76 5.815 0.51 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1386 0.0016 0 0.65 6.262 0.488 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1436 0.0066 0 2.65 6.005 0.485 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1426 0.0056 0 2.24 3.648 0.278 0 2 29 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1412 0.0042 0 1.69 5.724 0.469 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1347 0.9977 -1.0034 -2.28 5.098 0.447 0 1 29 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1399 0.0029 0 1.17 6.329 0.516 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1405 0.0034 0 1.39 5.91 0.503 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1406 0.0036 0 1.43 6.195 0.489 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1434 0.0064 0 2.57 6.101 0.475 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1460 0.0089 0 3.61 6.338 0.451 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1394 0.0023 0 0.95 6.252 0.54 0 1 41 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2476.1482 2.0111 -2.0067 1.80 4.99 0.431 0 1 31 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1470 1.0100 -1.0034 2.68 4.384 0.405 0 1 27 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1404 0.0034 0 1.36 5.71 0.456 0 1 31 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1391 0.0021 0 0.84 6.534 0.493 0 1 44 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1452 0.0082 0 3.31 5.734 0.474 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1390 0.0020 0 0.80 6.316 0.474 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1392 0.0022 0 0.87 6.325 0.496 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1441 0.0071 0 2.87 5.937 0.484 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1456 0.0086 0 3.46 5.914 0.518 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1434 0.0064 0 2.57 6.233 0.498 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1389 0.0019 0 0.77 5.569 0.41 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1428 0.0058 0 2.35 6.073 0.517 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1432 0.0062 0 2.50 5.666 0.51 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1461 0.0091 0 3.68 5.823 0.435 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1419 0.0049 0 1.98 6.12 0.498 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1424 0.0054 0 2.17 4.954 0.421 0 1 31 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.866 0.411 0 1 35 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.411 0.369 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1411 0.0041 0 1.65 5.038 0.463 0 1 29 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1428 0.0058 0 2.35 6.106 0.51 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1472 0.0102 0 4.08 6.288 0.512 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1412 0.0042 0 1.69 6.397 0.509 0 1 41 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1394 0.0023 0 0.95 5.96 0.5 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1465 0.0095 0 3.83 4.046 0.354 0 1 27 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1360 -0.0010 0 -0.41 5.801 0.48 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1394 0.0023 0 0.95 5.95 0.492 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1282 0.9911 -1.0034 -4.93 4.475 0.333 0 1 30 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.735 0.448 0 1 35 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1390 0.0020 0 0.80 6.298 0.553 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1436 0.0066 0 2.65 6.461 0.475 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1405 0.0034 0 1.39 6.021 0.521 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1390 0.0020 0 0.80 6.319 0.491 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1392 0.0022 0 0.87 6.045 0.505 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1342 -0.0028 0 -1.14 6.307 0.486 0 1 42 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2473.2033 -0.9337 1 26.80 5.291 0.442 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1382 2.0011 -2.0067 -2.23 6.035 0.455 0 1 39 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1443 0.0073 0 2.94 6.206 0.497 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1384 0.0014 0 0.58 6.361 0.461 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2474.1370 2476.1454 2.0084 -2.0067 0.70 6.229 0.539 0 1 22 42 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1393 0.0023 0 0.92 5.301 0.52 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1412 0.0042 0 1.69 6.113 0.494 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1423 0.0053 0 2.13 6.495 0.52 0 1 41 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1406 0.0036 0 1.43 5.694 0.48 0 1 31 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1682 2.0311 -2.0067 9.82 5.818 0.443 0 1 32 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1323 -0.0047 0 -1.88 5.498 0.484 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1432 0.0062 0 2.50 6.087 0.495 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 6.344 0.529 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1428 0.0058 0 2.35 6.089 0.495 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1450 0.0080 0 3.24 6.18 0.487 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2474.1370 2474.1441 0.0071 0 2.88 6.707 0.566 0 1 26 42 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1353 -0.0017 0 -0.70 4.602 0.417 0 1 32 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.763 0.376 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1410 0.0040 0 1.61 6.385 0.529 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1406 1.0036 -1.0034 0.09 4.566 0.348 0 1 30 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1425 0.0055 0 2.20 6.084 0.518 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1682 2.0311 -2.0067 9.82 6.339 0.52 0 1 39 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1556 1.0186 -1.0034 6.15 5.096 0.426 0 1 34 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1405 0.0034 0 1.39 6.123 0.472 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1400 0.0030 0 1.21 5.304 0.49 0 1 35 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2474.1370 2474.1463 0.0093 0 3.76 6.253 0.427 0 1 26 42 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1682 2.0311 -2.0067 9.82 6.234 0.484 0 1 35 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1401 0.0031 0 1.24 6.12 0.471 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2490.1370 2490.1351 -0.0019 0 -0.77 6.362 0.556 0 1 26 42 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2476.1486 2.0116 -2.0067 1.96 3.807 0.272 0 1 30 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.766 0.51 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1443 0.0073 0 2.94 5.822 0.461 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1412 0.0042 0 1.69 5.962 0.503 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1423 0.0053 0 2.13 6.024 0.523 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1445 0.0075 0 3.02 6.114 0.519 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1410 0.0040 0 1.61 5.996 0.469 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1443 0.0073 0 2.94 6.386 0.526 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1463 0.0093 0 3.76 6.201 0.472 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1403 0.0033 0 1.32 6.381 0.494 0 1 42 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1447 0.0077 0 3.09 5.756 0.475 0 1 42 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1399 0.0029 0 1.17 6.54 0.501 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1383 1.0013 -1.0034 -0.82 5.191 0.503 0 1 38 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1392 0.0022 0 0.87 6.468 0.533 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1381 0.0011 0 0.43 4.547 0.462 0 1 31 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1404 0.0034 0 1.36 6.56 0.461 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1682 2.0311 -2.0067 9.82 6.593 0.501 0 1 38 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2474.1370 2474.1390 0.0020 0 0.80 5.681 0.534 0 1 24 42 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1520 0.0150 0 6.05 5.464 0.521 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1432 0.0062 0 2.50 5.843 0.472 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.474 0.387 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1377 0.0007 0 0.28 6.098 0.448 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1432 0.0062 0 2.50 6.227 0.481 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1449 0.0078 0 3.17 6.225 0.477 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1449 0.0078 0 3.17 6.041 0.49 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.8082 1.6711 -2.0067 -134.75 6.541 0.474 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1458 0.0088 0 3.54 6.068 0.494 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1445 0.0075 0 3.02 6.179 0.482 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1401 0.0031 0 1.24 6.051 0.498 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1682 2.0311 -2.0067 9.82 5.89 0.519 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1434 0.0064 0 2.57 5.609 0.489 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2476.1394 2.0024 -2.0067 -1.74 5.328 0.476 0 1 33 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1393 0.0023 0 0.92 6.16 0.491 0 1 32 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2490.1370 2491.1254 0.9884 -1.0034 -5.99 5.82 0.549 0 1 26 42 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1367 -0.0003 0 -0.11 4.514 0.392 0 1 28 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1469 0.0098 0 3.98 6.291 0.496 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1430 0.0060 0 2.43 5.782 0.515 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.998 0.445 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2488.1418 -1.9952 2 1.92 6.278 0.423 0 1 41 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1309 0.9939 -1.0034 -3.84 5.066 0.432 0 1 33 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1377 0.0006 0 0.25 5.827 0.418 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1454 0.0084 0 3.39 4.488 0.43 0 1 28 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.654 0.417 0 1 30 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.782 0.521 0 1 40 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1467 0.0097 0 3.91 6.002 0.528 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1395 0.0025 0 1.02 6.145 0.486 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1406 0.0036 0 1.46 6.336 0.506 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1582 1.0211 -1.0034 7.19 5.724 0.482 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1414 0.0044 0 1.76 6.146 0.508 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1682 2.0311 -2.0067 9.82 6.277 0.481 0 1 38 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1406 0.0036 0 1.46 6.382 0.505 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1404 0.0034 0 1.36 6.812 0.435 0 1 40 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1372 0.0001 0 0.06 6.371 0.458 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 6.011 0.395 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1416 0.0045 0 1.83 6.022 0.511 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1402 0.0032 0 1.28 5.776 0.507 0 1 38 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1282 0.9911 -1.0034 -4.93 4.4 0.336 0 1 29 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1447 0.0077 0 3.09 6.214 0.508 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1452 0.0082 0 3.31 5.993 0.529 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1406 0.0036 0 1.46 6.363 0.505 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1256 0.9885 -1.0034 -5.98 4.966 0.379 0 1 32 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1377 0.0006 0 0.25 5.411 0.454 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1377 0.0006 0 0.25 5.197 0.433 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 6.654 0.46 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1582 1.0211 -1.0034 7.19 5.121 0.474 0 1 34 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1417 0.0047 0 1.91 5.719 0.514 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1414 0.0044 0 1.76 6.034 0.48 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1425 0.0055 0 2.20 5.732 0.427 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1434 0.0064 0 2.57 6.216 0.522 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1383 0.0012 0 0.50 6.259 0.536 0 1 42 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2476.1528 2.0158 -2.0067 3.67 5.397 0.407 0 1 32 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1421 0.0050 0 2.02 5.51 0.445 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1403 0.0033 0 1.32 5.929 0.5 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1383 0.0012 0 0.50 5.661 0.524 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1430 0.0060 0 2.43 6.125 0.505 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1282 0.9911 -1.0034 -4.93 5.84 0.517 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1406 1.0036 -1.0034 0.09 4.267 0.388 0 1 26 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1414 0.0044 0 1.76 5.358 0.463 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1458 0.0088 0 3.54 5.889 0.531 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1419 0.0049 0 1.98 5.499 0.45 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1369 0.9999 -1.0034 -1.39 4.534 0.372 0 1 30 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1408 0.0038 0 1.54 6.233 0.452 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 6.534 0.47 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1423 0.0053 0 2.13 5.856 0.492 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1403 0.0033 0 1.32 6.185 0.503 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 4.969 0.441 0 1 32 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.603 0.363 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.85 0.445 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 6.112 0.399 0 1 38 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1454 0.0084 0 3.39 6.277 0.468 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.056 0.374 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1423 0.0053 0 2.13 5.553 0.459 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1413 0.0043 0 1.72 5.144 0.492 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1408 0.0038 0 1.54 6.086 0.475 0 1 41 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1391 0.0021 0 0.84 5.563 0.468 0 1 36 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1456 0.0086 0 3.46 6.047 0.476 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1349 -0.0021 0 -0.85 6.317 0.507 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1436 0.0066 0 2.65 6.184 0.465 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1494 1.0124 -1.0034 3.64 4.564 0.261 0 1 31 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.1682 2.0311 -2.0067 9.82 5.226 0.416 0 1 32 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1437 0.0067 0 2.68 5.483 0.41 0 1 31 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.879 0.467 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1416 0.0045 0 1.83 5.572 0.455 0 1 33 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2476.1488 2.0117 -2.0067 2.04 4.503 0.382 0 1 27 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.639 0.443 0 1 41 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1408 0.0038 0 1.54 6.18 0.453 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1423 0.0053 0 2.13 6.16 0.48 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1412 0.0042 0 1.69 5.832 0.467 0 1 36 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1428 0.0058 0 2.35 6.019 0.441 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1416 0.0045 0 1.83 6.283 0.515 0 1 40 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1430 0.0060 0 2.43 5.467 0.482 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1465 0.0095 0 3.83 6.174 0.523 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.899 0.513 0 1 37 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1359 -0.0011 0 -0.46 6.169 0.523 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1359 -0.0011 0 -0.46 5.255 0.445 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1434 0.0064 0 2.57 6.312 0.481 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1351 -0.0019 0 -0.78 5.531 0.47 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1410 0.0040 0 1.61 6.34 0.523 0 1 42 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1817 0.0446 0 18.04 5.729 0.46 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1448 1.0078 -1.0034 1.79 4.773 0.361 0 1 33 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1399 0.0029 0 1.17 6.121 0.5 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1303 -0.0067 0 -2.69 5.604 0.424 0 1 31 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1390 0.0020 0 0.80 6.325 0.493 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.062 0.458 0 1 35 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1432 0.0062 0 2.50 6.098 0.515 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 5.675 0.456 0 1 34 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1416 0.0045 0 1.83 6.352 0.506 0 1 38 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 2 2474.1370 2474.1463 0.0093 0 3.76 6.347 0.407 0 1 27 42 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1338 0.9968 -1.0034 -2.65 4.811 0.421 0 1 28 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1364 -0.0006 0 -0.24 5.349 0.47 0 1 39 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1441 1.0070 -1.0034 1.49 4.463 0.35 0 1 32 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1441 0.0071 0 2.87 6.146 0.45 0 1 37 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2475.1496 1.0125 -1.0034 3.71 4.63 0.462 0 1 29 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2490.1377 0.0006 0 0.25 5.722 0.492 0 1 38 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 6.083 0.463 0 1 33 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1482 1.0111 -1.0034 3.13 4.591 0.416 0 1 28 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2492.2282 2.0911 -2.0067 33.91 3.659 0.24 0 1 28 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.1782 1.0411 -1.0034 15.18 3.417 0.254 0.1 7 22 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9967 K ILGQIDEEAEVDVEAMEEEAQK I 3 2490.1370 2491.4482 1.3111 -1.0034 123.61 2.879 0.209 0.6 7 24 84 2 0 1 ILGQIDEEAEVDVEAM[147]EEEAQK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9885 K ILGQIDEEAEVDVEAMEEEAQK I 3 2474.1370 2474.1331 -0.0039 0 -1.57 2.671 0.088 0.6 1 26 84 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3184 0.0024 0 0.87 3.897 0.34 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3224 0.0064 0 2.35 4.121 0.374 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.528 0.403 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3189 0.0029 0 1.07 4.596 0.408 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3184 0.0024 0 0.87 4.959 0.415 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3169 0.0009 0 0.33 4.014 0.415 0 2 27 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3187 0.0027 0 1.00 4.527 0.317 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3248 0.0088 0 3.23 5.02 0.35 0 1 38 92 2 1 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3176 0.0016 0 0.60 4.432 0.508 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 4.471 0.43 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3272 0.0111 0 4.10 5.719 0.4 0 1 39 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3272 0.0111 0 4.10 4.508 0.314 0 1 38 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3252 0.0091 0 3.36 4.436 0.372 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3193 0.0033 0 1.21 3.295 0.327 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3209 0.0049 0 1.81 4.499 0.36 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3206 0.0046 0 1.68 5.313 0.447 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3206 0.0046 0 1.68 5.108 0.426 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3252 0.0091 0 3.36 4.823 0.373 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3175 0.0014 0 0.53 3.875 0.339 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3224 0.0064 0 2.35 5.022 0.509 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3180 0.0020 0 0.73 4.669 0.352 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3244 0.0084 0 3.09 5.411 0.374 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3191 0.0031 0 1.14 5.232 0.445 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3184 0.0024 0 0.87 5.211 0.407 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3283 0.0122 0 4.51 4.888 0.328 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3209 0.0049 0 1.81 5.034 0.403 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3173 0.0013 0 0.46 4.918 0.412 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2731.3160 2731.3156 -0.0005 0 -0.17 4.6 0.381 0 1 32 92 2 1 1 ILGQIDEEAEVDVEAM[147]EEEAQKIK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3224 0.0064 0 2.35 5.218 0.426 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3224 0.0064 0 2.35 4.365 0.352 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3255 0.0095 0 3.50 5.233 0.363 0 1 39 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3206 0.0046 0 1.68 4.254 0.35 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3171 0.0011 0 0.40 4.401 0.277 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3230 0.0069 0 2.55 4.322 0.354 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3239 0.0079 0 2.89 4.395 0.393 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3200 0.0040 0 1.47 4.468 0.402 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3208 0.0047 0 1.74 4.561 0.452 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3235 0.0075 0 2.76 4.9 0.367 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3156 -0.0004 0 -0.14 4.708 0.396 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.106 0.454 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3184 0.0024 0 0.87 4.295 0.329 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3272 0.0111 0 4.10 4.948 0.37 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 4 2715.3160 2716.3198 1.0037 -1.0034 0.15 4.371 0.378 0 1 43 138 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3213 0.0053 0 1.95 5.404 0.439 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3226 0.0066 0 2.42 4.031 0.367 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3219 0.0058 0 2.15 4.468 0.378 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3242 0.0082 0 3.03 4.614 0.306 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.302 0.366 0 1 38 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3202 0.0042 0 1.54 4.263 0.367 0 1 26 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3228 0.0068 0 2.49 4.922 0.315 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3241 0.0080 0 2.96 5.408 0.414 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3178 0.0018 0 0.67 4.092 0.353 0 3 26 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3220 0.0060 0 2.22 4.064 0.366 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 2 2715.3160 2717.3254 2.0094 -2.0067 1.00 5.85 0.549 0 1 25 46 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3222 0.0062 0 2.28 4.845 0.318 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3186 0.0025 0 0.94 5.046 0.403 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3257 0.0097 0 3.57 4.442 0.289 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3237 0.0077 0 2.82 5.15 0.473 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3211 0.0051 0 1.88 5.073 0.334 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3233 0.0073 0 2.69 5.097 0.349 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3211 0.0051 0 1.88 5.027 0.374 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3208 0.0047 0 1.74 5.215 0.28 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3241 0.0080 0 2.96 5.069 0.409 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3217 0.0057 0 2.08 5.312 0.401 0 1 38 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3158 -0.0002 0 -0.08 5.322 0.398 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3191 0.0031 0 1.14 4.733 0.471 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3211 0.0051 0 1.88 4.29 0.365 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3224 0.0064 0 2.35 4.29 0.408 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3156 -0.0004 0 -0.14 5.088 0.423 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3166 0.0005 0 0.19 4.097 0.381 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3156 -0.0004 0 -0.14 5.248 0.429 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3204 0.0044 0 1.61 5.258 0.475 0 1 38 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3206 0.0046 0 1.68 5.005 0.324 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3230 0.0069 0 2.55 4.283 0.397 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3182 0.0022 0 0.80 4.851 0.39 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2731.3160 2731.3260 0.0100 0 3.66 4.064 0.341 0 1 29 92 2 1 1 ILGQIDEEAEVDVEAM[147]EEEAQKIK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3264 0.0104 0 3.84 5.376 0.455 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3217 0.0057 0 2.08 4.345 0.408 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3281 0.0121 0 4.44 4.552 0.345 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3200 0.0040 0 1.47 4.997 0.356 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3186 0.0025 0 0.94 3.991 0.308 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3134 -0.0026 0 -0.95 5.135 0.443 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.626 0.426 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3213 0.0053 0 1.95 5.434 0.388 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3211 0.0051 0 1.88 4.823 0.351 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3147 -0.0013 0 -0.48 3.58 0.386 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3173 0.0013 0 0.46 4.658 0.496 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3230 0.0069 0 2.55 5.096 0.44 0 1 41 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 2 2715.3160 2715.3214 0.0054 0 1.97 5.803 0.585 0 1 26 46 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3208 0.0047 0 1.74 4.51 0.28 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3248 0.0088 0 3.23 5.184 0.422 0 1 39 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3116 -0.0044 0 -1.63 4.897 0.397 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3219 0.0058 0 2.15 3.825 0.359 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.067 0.402 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3191 0.0031 0 1.14 5.107 0.268 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3164 0.0003 0 0.13 5.358 0.463 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3208 0.0047 0 1.74 4.52 0.336 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3209 0.0049 0 1.81 4.72 0.375 0 1 29 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3217 0.0057 0 2.08 4.898 0.392 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3222 0.0062 0 2.28 4.992 0.371 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3301 0.0141 0 5.18 4.353 0.331 0 1 27 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3164 0.0003 0 0.13 4.023 0.379 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3235 0.0075 0 2.76 4.658 0.336 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3228 0.0068 0 2.49 4.496 0.474 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3202 0.0042 0 1.54 5.423 0.32 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3224 0.0064 0 2.35 5.07 0.428 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3160 0.0000 0 -0.01 4.952 0.377 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3263 0.0102 0 3.77 5.237 0.354 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3217 0.0057 0 2.08 4.724 0.329 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2731.3160 2731.3196 0.0036 0 1.31 4.48 0.362 0 1 31 92 2 1 1 ILGQIDEEAEVDVEAM[147]EEEAQKIK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3202 0.0042 0 1.54 5.475 0.381 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3246 0.0086 0 3.16 4.279 0.316 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3166 0.0005 0 0.19 5.371 0.335 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3162 0.0002 0 0.06 5.187 0.41 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3180 0.0020 0 0.73 4.653 0.333 0 1 38 92 2 1 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3178 0.0018 0 0.67 4.591 0.41 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3213 0.0053 0 1.95 4.16 0.421 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3268 0.0108 0 3.97 4.935 0.457 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3231 0.0071 0 2.62 4.813 0.39 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3235 0.0075 0 2.76 4.511 0.351 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3246 0.0086 0 3.16 4.728 0.239 0 1 29 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3299 0.0139 0 5.12 5.601 0.333 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3166 0.0005 0 0.19 4.111 0.331 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3195 0.0035 0 1.27 5.447 0.389 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3242 0.0082 0 3.03 4.083 0.414 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3264 0.0104 0 3.84 5.074 0.433 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3202 0.0042 0 1.54 4.684 0.392 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3242 0.0082 0 3.03 4.796 0.407 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3187 0.0027 0 1.00 5.432 0.442 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.17 0.392 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3252 0.0091 0 3.36 5.027 0.406 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3222 0.0062 0 2.28 3.912 0.382 0 1 28 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3239 0.0079 0 2.89 4.774 0.398 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3226 0.0066 0 2.42 4.534 0.315 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3175 0.0014 0 0.53 4.164 0.385 0 1 29 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3160 0.0000 0 -0.01 4.19 0.379 0 2 27 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3164 0.0003 0 0.13 4.389 0.307 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3217 0.0057 0 2.08 5.009 0.445 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3339 0.0179 0 6.60 4.046 0.398 0 1 27 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3160 0.0000 0 -0.01 3.806 0.347 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3239 0.0079 0 2.89 4.885 0.414 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3211 0.0051 0 1.88 5.706 0.373 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3292 0.0132 0 4.85 5.312 0.375 0 1 38 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3270 0.0110 0 4.04 4.659 0.377 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3242 0.0082 0 3.03 4.494 0.367 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3176 0.0016 0 0.60 4.577 0.316 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3244 0.0084 0 3.09 3.924 0.347 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3215 0.0055 0 2.01 4.411 0.398 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 4.503 0.298 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 2 2715.3160 2715.3092 -0.0068 0 -2.52 6.035 0.561 0 1 26 46 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3187 0.0027 0 1.00 3.709 0.34 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3248 0.0088 0 3.23 4.47 0.355 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3248 0.0088 0 3.23 4.28 0.388 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3189 0.0029 0 1.07 5.614 0.304 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3222 0.0062 0 2.28 3.825 0.317 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3173 0.0013 0 0.46 3.873 0.319 0 1 29 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3184 0.0024 0 0.87 5.463 0.45 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3206 0.0046 0 1.68 4.198 0.378 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3173 0.0013 0 0.46 4.243 0.422 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3266 0.0106 0 3.90 4.275 0.329 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3257 0.0097 0 3.57 4.854 0.375 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3296 0.0135 0 4.98 4.247 0.424 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 4.467 0.348 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3382 0.0221 0 8.16 4.004 0.386 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3114 -0.0046 0 -1.69 4.688 0.358 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3176 0.0016 0 0.60 4.792 0.37 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 4.432 0.398 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3206 0.0046 0 1.68 3.673 0.323 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 4.608 0.308 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3228 0.0068 0 2.49 4.968 0.492 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3248 0.0088 0 3.23 4.05 0.365 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3272 0.0111 0 4.10 4.96 0.339 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3288 0.0128 0 4.71 4.758 0.375 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.394 0.483 0 1 38 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.247 0.441 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3209 0.0049 0 1.81 4.816 0.39 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3268 0.0108 0 3.97 5.033 0.386 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3140 -0.0020 0 -0.75 4.585 0.316 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3231 0.0071 0 2.62 3.883 0.291 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3169 0.0009 0 0.33 4.127 0.315 0 2 29 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3206 0.0046 0 1.68 4.916 0.362 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3275 0.0115 0 4.24 4.742 0.467 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 4.761 0.311 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3226 0.0066 0 2.42 4.981 0.417 0 1 39 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3246 0.0086 0 3.16 3.974 0.35 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3244 0.0084 0 3.09 3.981 0.356 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2731.3160 2731.3200 0.0039 0 1.44 4.138 0.383 0 2 26 92 2 1 1 ILGQIDEEAEVDVEAM[147]EEEAQKIK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 3.8 0.354 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3219 0.0058 0 2.15 4.88 0.387 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3286 0.0126 0 4.64 5.311 0.354 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3259 0.0099 0 3.63 4.154 0.321 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3215 0.0055 0 2.01 4.567 0.387 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 5.481 0.4 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3090 -0.0070 0 -2.57 3.817 0.362 0 1 29 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3158 -0.0002 0 -0.08 5.058 0.461 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3202 0.0042 0 1.54 4.815 0.436 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3162 0.0002 0 0.06 4.775 0.433 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2731.3160 2731.3172 0.0012 0 0.44 5.18 0.44 0 1 33 92 2 1 1 ILGQIDEEAEVDVEAM[147]EEEAQKIK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3213 0.0053 0 1.95 5.081 0.349 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3195 0.0035 0 1.27 5.189 0.363 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3222 0.0062 0 2.28 5.702 0.397 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3189 0.0029 0 1.07 3.851 0.331 0 1 28 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3228 0.0068 0 2.49 5.258 0.419 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3294 0.0133 0 4.91 4.874 0.442 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3244 0.0084 0 3.09 5.073 0.367 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3235 0.0075 0 2.76 4.368 0.308 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3230 0.0069 0 2.55 5.349 0.409 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3129 -0.0031 0 -1.15 4.692 0.412 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3151 -0.0009 0 -0.35 3.814 0.34 0 1 29 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3180 0.0020 0 0.73 4.538 0.384 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3228 0.0068 0 2.49 4.118 0.358 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3189 0.0029 0 1.07 3.89 0.361 0 1 29 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3142 -0.0019 0 -0.68 4.183 0.393 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3226 0.0066 0 2.42 4.894 0.401 0 1 36 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3255 0.0095 0 3.50 4.935 0.316 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3248 0.0088 0 3.23 4.165 0.373 0 1 28 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3259 0.0099 0 3.63 5.034 0.425 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3266 0.0106 0 3.90 3.514 0.36 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3272 0.0111 0 4.10 3.946 0.282 0 1 37 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3294 0.0133 0 4.91 5.165 0.329 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3171 0.0011 0 0.40 4.971 0.392 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3261 0.0100 0 3.70 5.413 0.295 0 1 31 92 2 1 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3195 0.0035 0 1.27 4.372 0.329 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3237 0.0077 0 2.82 3.977 0.347 0 2 26 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3233 0.0073 0 2.69 4.801 0.337 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3208 0.0047 0 1.74 4.597 0.424 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3215 0.0055 0 2.01 5.18 0.325 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3123 -0.0037 0 -1.36 5.019 0.397 0 1 33 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3193 0.0033 0 1.21 4.393 0.384 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3250 0.0089 0 3.30 4.427 0.425 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3220 0.0060 0 2.22 5.292 0.42 0 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3222 0.0062 0 2.28 4.021 0.263 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3288 0.0128 0 4.71 4.035 0.312 0.1 17 22 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2731.3160 2731.3128 -0.0032 0 -1.17 3.538 0.29 0.1 1 28 92 2 1 1 ILGQIDEEAEVDVEAM[147]EEEAQKIK
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3169 0.0009 0 0.33 3.471 0.286 0 1 30 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3255 0.0095 0 3.50 3.659 0.281 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3244 0.0084 0 3.09 4.17 0.247 0 1 34 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3211 0.0051 0 1.88 4.465 0.22 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3259 0.0099 0 3.63 4.033 0.263 0 1 32 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2715.3169 0.0009 0 0.33 3.491 0.251 0 1 26 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 3.503 0.269 0 1 28 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 4.14 0.215 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.9882 1.6721 -2.0067 -123.21 3.633 0.239 0.1 1 35 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9979 K ILGQIDEEAEVDVEAMEEEAQKIK Q 3 2715.3160 2716.3282 1.0121 -1.0034 3.24 3.557 0.205 0 1 31 92 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R IRKELDEPTDEWGVR V 3 1841.9272 1841.9249 -0.0023 0 -1.27 4.508 0.378 0 1 28 56 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R IRKELDEPTDEWGVRVESVEVR E 4 2640.3507 2640.3527 0.0020 0 0.76 4.033 0.444 0 1 38 126 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R IRKELDEPTDEWGVRVESVEVR E 3 2640.3507 2640.3539 0.0032 0 1.20 3.922 0.406 0 1 32 84 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R IRKELDEPTDEWGVRVESVEVR E 4 2640.3507 2640.3520 0.0013 0 0.48 4.343 0.357 0 4 40 126 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 R IRKELDEPTDEWGVRVESVEVR E 4 2640.3507 2641.3574 1.0066 -1.0034 1.25 3.478 0.226 0.2 2 39 126 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9812 R IRKELDEPTDEWGVRVESVEVR E 5 2640.3507 2640.3512 0.0005 0 0.18 2.354 0.218 0.6 117 43 168 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6848 0.0018 0 1.28 3.429 0.284 0 1 15 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1382.6782 -0.0049 0 -3.51 3.474 0.319 0 1 24 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 1 1382.6830 1382.6827 -0.0003 0 -0.22 2.585 0.4 0 1 15 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1382.6865 0.0035 0 2.50 3.653 0.244 0.1 1 24 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1382.6853 0.0023 0 1.64 3.774 0.297 0 1 26 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6848 0.0018 0 1.28 3.759 0.303 0 1 17 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6865 0.0035 0 2.51 3.613 0.333 0 1 16 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1382.6844 0.0014 0 0.98 4.243 0.158 0 1 28 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1382.6845 0.0014 0 1.05 4.383 0.16 0 1 26 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1382.6855 0.0025 0 1.77 3.679 0.219 0.1 1 24 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6854 0.0024 0 1.75 3.365 0.241 0 1 15 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6852 0.0021 0 1.54 3.308 0.269 0 1 16 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1382.6859 0.0029 0 2.11 4.476 0.209 0 1 26 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1384.6882 2.0051 -2.0067 -1.12 3.687 0.23 0.1 1 21 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6825 -0.0006 0 -0.40 3.617 0.305 0 1 17 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6838 0.0008 0 0.57 3.563 0.302 0 1 16 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1382.6837 0.0007 0 0.52 3.833 0.303 0 1 24 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6854 0.0024 0 1.75 3.484 0.269 0 1 17 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 2 1382.6830 1382.6841 0.0010 0 0.75 3.749 0.28 0 1 17 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K KAFLEVDNYER A 3 1382.6830 1383.6982 1.0151 -1.0034 8.53 3.179 0.312 0.1 1 21 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K KAFLEVDNYER A 2 1382.6830 1382.6854 0.0024 0 1.75 2.736 0.231 0.6 1 15 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K KAFLEVDNYER A 3 1382.6830 1382.6836 0.0005 0 0.38 3.86 0.158 0.1 1 25 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K KAFLEVDNYER A 3 1382.6830 1382.6848 0.0018 0 1.31 3.002 0.19 0.1 3 22 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K KAFLEVDNYER A 3 1382.6830 1382.6858 0.0027 0 1.97 3.815 0.128 0.1 3 24 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K KAFLEVDNYER A 3 1382.6830 1382.6782 -0.0049 0 -3.51 2.998 0.219 0.1 7 19 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 K KAFLEVDNYER A 3 1382.6830 1382.6852 0.0022 0 1.58 2.655 0.198 0.4 1 26 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 K KAFLEVDNYER A 3 1382.6830 1382.6852 0.0022 0 1.58 3.205 0.136 0.1 1 26 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 K KAFLEVDNYER A 3 1382.6830 1383.6682 0.9851 -1.0034 -13.16 3.197 0.199 0.1 3 20 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 K KAFLEVDNYER A 3 1382.6830 1382.6808 -0.0022 0 -1.60 3.175 0.118 0.1 1 23 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9990 K KAFLEVDNYER A 3 1382.6830 1382.6782 -0.0049 0 -3.51 2.757 0.138 0.2 1 21 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9987 K KAFLEVDNYER A 3 1382.6830 1382.6855 0.0025 0 1.77 2.858 0.188 0.2 43 19 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9980 K KAFLEVDNYER A 3 1382.6830 1383.6982 1.0151 -1.0034 8.53 2.566 0.216 0.2 8 20 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9980 K KAFLEVDNYER A 3 1382.6830 1383.3982 0.7151 -1.0034 -208.44 2.99 0.135 0.1 1 22 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9965 K KAFLEVDNYER A 3 1382.6830 1383.6982 1.0151 -1.0034 8.53 3.094 0.165 0.1 28 17 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9946 K KAFLEVDNYER A 3 1382.6830 1384.6882 2.0051 -2.0067 -1.12 2.952 0.111 0.3 2 22 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9930 K KAFLEVDNYER A 3 1382.6830 1383.4282 0.7451 -1.0034 -186.74 3.082 0.107 0.2 5 20 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9907 K KAFLEVDNYER A 3 1382.6830 1382.6847 0.0017 0 1.24 3.188 0.095 0.5 129 15 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9882 K KAFLEVDNYER A 3 1382.6830 1383.4282 0.7451 -1.0034 -186.74 2.786 0.185 0.2 256 15 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9823 K KAFLEVDNYER A 3 1382.6830 1383.4282 0.7451 -1.0034 -186.74 3.027 0.087 0.5 11 18 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9783 K KAFLEVDNYER A 3 1382.6830 1383.4282 0.7451 -1.0034 -186.74 2.999 0.062 1.5 4 21 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9782 K KAFLEVDNYER A 3 1382.6830 1383.3982 0.7151 -1.0034 -208.44 3.172 0.081 0.3 26 18 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9766 K KAFLEVDNYER A 3 1382.6830 1383.4282 0.7451 -1.0034 -186.74 2.893 0.098 0.3 20 17 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9686 K KAFLEVDNYER A 3 1382.6830 1382.6866 0.0036 0 2.57 2.319 0.127 3.6 162 17 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9639 K KAFLEVDNYER A 3 1382.6830 1382.6782 -0.0049 0 -3.51 2.556 0.102 0.8 259 16 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9633 K KAFLEVDNYER A 3 1382.6830 1382.6847 0.0017 0 1.24 2.013 0.146 1.5 88 15 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9566 K KAFLEVDNYER A 3 1382.6830 1383.4282 0.7451 -1.0034 -186.74 2.585 0.121 0.3 63 17 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9545 K KAFLEVDNYER A 3 1382.6830 1382.6782 -0.0049 0 -3.51 2.322 0.084 0.9 47 17 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9066 K KAFLEVDNYER A 3 1382.6830 1383.4282 0.7451 -1.0034 -186.74 2.351 0.129 0.6 205 16 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9006 K KAFLEVDNYER A 3 1382.6830 1383.3982 0.7151 -1.0034 -208.44 2.863 0.024 0.4 15 18 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R KELDEPTDEWGVR V 3 1572.7420 1572.7448 0.0028 0 1.79 4.179 0.407 0 1 26 48 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 R KELDEPTDEWGVR V 3 1572.7420 1572.7452 0.0032 0 2.02 2.847 0.202 0.2 1 22 48 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R KELDEPTDEWGVRVESVEVR E 3 2371.1655 2371.1674 0.0019 0 0.81 4.434 0.421 0 1 33 76 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R KELDEPTDEWGVRVESVEVR E 4 2371.1655 2371.1708 0.0053 0 2.24 4.361 0.427 0 1 45 114 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R KELDEPTDEWGVRVESVEVR E 3 2371.1655 2372.1682 1.0026 -1.0034 -0.30 4.968 0.355 0 1 32 76 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R KELDEPTDEWGVRVESVEVR E 4 2371.1655 2371.1652 -0.0003 0 -0.12 3.923 0.324 0 1 43 114 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R KELDEPTDEWGVRVESVEVR E 4 2371.1655 2371.1706 0.0051 0 2.14 4.694 0.41 0 1 44 114 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R KELDEPTDEWGVRVESVEVR E 2 2371.1655 2371.1656 0.0001 0 0.04 3.647 0.337 0 1 18 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R KELDEPTDEWGVRVESVEVR E 4 2371.1655 2371.1718 0.0063 0 2.66 3.334 0.246 0.4 2 35 114 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 R KELDEPTDEWGVRVESVEVR E 2 2371.1655 2371.1771 0.0116 0 4.88 3.579 0.299 0 2 18 38 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6584 -0.0002 0 -0.14 5.103 0.56 0 1 23 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6570 -0.0017 0 -1.14 4.576 0.493 0 1 23 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6572 -0.0014 0 -0.98 4.528 0.543 0 1 23 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6572 -0.0014 0 -0.98 3.62 0.469 0 1 19 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6559 -0.0028 0 -1.90 3.642 0.457 0 1 18 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9719 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6654 0.0068 0 4.68 1.901 0.385 0 3 10 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9714 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6584 -0.0002 0 -0.14 3.3 0.148 0.1 1 17 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9488 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6570 -0.0017 0 -1.14 2.953 0.156 0.1 1 17 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9452 D PGTTDVAGGPDDTTR T 2 1458.6586 1458.6654 0.0068 0 4.68 1.944 0.378 0 13 12 28 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 N PSKDVQQAMEQQTSAER K 3 1931.9007 1931.9024 0.0016 0 0.85 4.52 0.455 0 1 26 64 1 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 N PSKDVQQAMEQQTSAER K 3 1931.9007 1931.9011 0.0004 0 0.19 4.606 0.383 0 1 31 64 1 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9868 D QGIHFIYPFVSDVTR F 3 1777.9151 1777.9176 0.0025 0 1.41 3.484 0.2 0 1 26 56 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 K QGQDSGLDNADDVIEEM D 2 1850.7527 1850.7519 -0.0008 0 -0.43 3.337 0.387 0 1 22 32 1 0 1 QGQDSGLDNADDVIEEM[147]
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QGQDSGLDNADDVIEEMDAEIDDDPGTTDVAGGPDDTTR T 3 4064.6723 4064.6742 0.0019 0 0.47 4.13 0.438 0 1 30 152 2 0 1 QGQDSGLDNADDVIEEM[147]DAEIDDDPGTTDVAGGPDDTTR
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9973 K QGQDSGLDNADDVIEEMDAEIDDDPGTTDVAGGPDDTTR T 3 4048.6723 4048.6759 0.0036 0 0.89 3.57 0.149 0.2 20 24 152 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9724 0.0034 0 1.87 3.642 0.359 0 1 31 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1828.9905 1.0214 -1.0034 9.89 4.658 0.567 0 1 22 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9713 0.0023 0 1.24 4.373 0.597 0 1 26 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9858 0.0168 0 9.18 3.463 0.393 0 1 31 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9696 0.0006 0 0.30 3.509 0.295 0 1 20 32 2 0 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9797 1.0107 -1.0034 4.01 3.209 0.297 0 1 32 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9703 0.0013 0 0.70 5.151 0.607 0 1 28 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9744 0.0054 0 2.97 3.386 0.377 0.1 1 32 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9717 0.0026 0 1.44 4.281 0.207 0 1 22 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9649 0.9958 -1.0034 -4.11 3.291 0.333 0 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1828.9841 1.0151 -1.0034 6.42 4.555 0.502 0 1 22 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9735 0.0045 0 2.47 3.186 0.275 0.1 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1828.9854 1.0164 -1.0034 7.15 3.909 0.455 0 1 15 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9712 0.0021 0 1.17 3.428 0.454 0 1 17 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9882 1.0191 -1.0034 8.64 3.419 0.369 0 1 28 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9713 0.0023 0 1.24 4.6 0.584 0 1 25 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9902 0.0212 0 11.59 3.643 0.427 0 1 19 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9854 0.0164 0 8.98 3.942 0.549 0 1 16 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9715 0.0025 0 1.37 4.808 0.557 0 1 25 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9726 0.0036 0 1.97 4.5 0.563 0 1 27 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9582 0.9891 -1.0034 -7.77 3.744 0.422 0 1 32 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9656 0.9966 -1.0034 -3.71 3.286 0.387 0 1 33 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9735 0.0045 0 2.47 4.252 0.369 0 1 34 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1829.3254 1.3564 -1.0034 193.15 4.136 0.441 0 1 17 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1828.6254 0.6564 -1.0034 -189.79 4.242 0.337 0 1 20 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9703 0.0013 0 0.70 4.415 0.225 0 1 24 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9736 0.0046 0 2.51 5.189 0.617 0 1 28 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9693 1.0002 -1.0034 -1.70 3.404 0.324 0 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9691 0.0001 0 0.04 3.787 0.545 0 1 17 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9759 0.0069 0 3.78 4.721 0.568 0 1 26 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9735 0.0045 0 2.47 4.122 0.434 0 1 33 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9806 1.0116 -1.0034 4.51 3.528 0.281 0 1 31 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9654 -0.0036 0 -1.96 3.667 0.473 0 1 21 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9714 0.0024 0 1.30 4.351 0.228 0 1 22 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9726 0.0036 0 1.97 2.658 0.323 0.1 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9714 0.0024 0 1.30 3.15 0.4 0 1 15 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9829 0.0139 0 7.58 3.148 0.366 0 1 18 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9854 0.0164 0 8.98 3.389 0.351 0 1 13 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9742 0.0052 0 2.84 4.783 0.612 0 1 28 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9724 0.0034 0 1.87 3.361 0.328 0 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1828.9854 1.0164 -1.0034 7.15 4.378 0.508 0 1 19 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9715 1.0024 -1.0034 -0.50 3.251 0.391 0 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9735 1.0044 -1.0034 0.60 3.23 0.299 0 1 26 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9704 0.0014 0 0.77 4.731 0.585 0 1 27 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9706 0.0016 0 0.86 3.026 0.33 0.1 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1828.9762 1.0071 -1.0034 2.08 4.209 0.526 0 1 25 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9773 1.0083 -1.0034 2.70 3.167 0.326 0 1 28 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9654 -0.0036 0 -1.96 3.604 0.418 0 1 19 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9882 1.0191 -1.0034 8.64 3.068 0.3 0 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9733 0.0043 0 2.37 3.545 0.325 0 1 33 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9902 0.0212 0 11.59 3.644 0.445 0 1 18 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9654 -0.0036 0 -1.96 3.62 0.47 0 1 18 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1828.9854 1.0164 -1.0034 7.15 4.423 0.514 0 1 24 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9717 0.0027 0 1.46 4.028 0.407 0 1 36 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9760 1.0070 -1.0034 2.00 2.929 0.321 0 1 30 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9785 0.0095 0 5.17 4.157 0.464 0 1 35 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9717 0.0026 0 1.44 5.094 0.597 0 1 27 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9712 0.0021 0 1.16 3.816 0.397 0 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9754 0.0063 0 3.47 2.536 0.308 0.1 1 24 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.653 0.298 0.1 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9749 0.0059 0 3.24 5.532 0.605 0 1 28 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9739 0.0048 0 2.64 3.643 0.47 0 1 16 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9779 1.0088 -1.0034 3.00 3.228 0.315 0 1 28 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9672 0.9982 -1.0034 -2.81 3.222 0.302 0 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 3 1827.9690 1829.4982 1.5291 -2.0067 -261.25 3.958 0.358 0 1 34 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9714 0.0024 0 1.30 5.368 0.617 0 1 28 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1828.9763 1.0073 -1.0034 2.14 4.729 0.536 0 1 20 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9776 0.0086 0 4.71 4 0.494 0 1 21 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9736 0.0046 0 2.51 4.225 0.248 0 1 22 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9651 -0.0039 0 -2.14 2.368 0.33 0.1 7 23 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9882 1.0191 -1.0034 8.64 2.939 0.305 0.1 1 28 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9649 -0.0041 0 -2.24 3.157 0.23 0.1 1 31 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.582 0.263 0.2 1 26 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.774 0.258 0.1 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.825 0.313 0.1 62 21 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9693 0.0003 0 0.16 2.895 0.237 0.1 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 K QSQILEAQGDAISTVLR A 3 1827.9690 1829.9782 2.0091 -2.0067 1.34 3.311 0.269 0 1 28 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9654 -0.0036 0 -1.96 2.894 0.242 0 1 15 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.721 0.238 0.1 1 26 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9706 0.0016 0 0.86 2.586 0.249 0.4 1 25 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.403 0.304 0.2 9 22 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9582 0.9891 -1.0034 -7.77 3.12 0.234 0 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9678 0.9988 -1.0034 -2.50 3.285 0.222 0.1 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.658 0.223 0.3 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9717 0.0027 0 1.46 2.803 0.198 0.2 1 24 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9713 1.0023 -1.0034 -0.60 3.102 0.225 0.1 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9582 0.9891 -1.0034 -7.77 2.736 0.266 0.1 2 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9582 0.9891 -1.0034 -7.77 2.999 0.218 0.2 1 28 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9995 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9751 1.0061 -1.0034 1.50 3.457 0.185 0 1 30 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9882 1.0191 -1.0034 8.64 2.529 0.251 0.1 1 25 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9660 -0.0030 0 -1.64 2.469 0.222 0.3 2 25 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9992 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9697 0.0007 0 0.36 2.692 0.184 0.5 1 26 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9991 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.5182 -0.4509 0 -246.64 2.354 0.276 0.4 34 23 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9991 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.5482 -0.4209 0 -230.23 2.179 0.285 0.2 19 20 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9990 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.686 0.175 0.2 1 24 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9986 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.9582 0.9891 -1.0034 -7.77 2.807 0.197 0.1 1 29 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9986 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9668 -0.0023 0 -1.24 2.442 0.186 0.1 1 26 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9982 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9739 0.0049 0 2.67 2.475 0.172 0.4 1 26 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9977 K QSQILEAQGDAISTVLR A 3 1827.9690 1828.2082 0.2391 0 130.83 2.709 0.169 0.3 5 23 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9975 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.29 0.176 0.2 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9949 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 1.85 0.218 3.4 3 21 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9943 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.207 0.151 0.3 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9942 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9733 0.0043 0 2.37 2.341 0.136 0.4 1 27 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9926 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 1.88 0.229 0.5 16 23 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9911 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.206 0.167 0.5 7 24 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9910 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.415 0.16 0.4 16 21 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9901 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.226 0.193 0.5 42 21 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9893 K QSQILEAQGDAISTVLR A 2 1827.9690 1827.9709 0.0019 0 1.04 2.309 0.091 1.2 1 15 32 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9859 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9803 0.0113 0 6.17 2.397 0.103 1 2 25 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9819 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9647 -0.0043 0 -2.34 2.45 0.073 0.7 1 26 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9809 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.205 0.147 1.1 16 21 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9758 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 1.965 0.168 1.1 21 21 64 2 0 1



Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9698 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.311 0.126 0.4 33 20 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9585 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9382 -0.0309 0 -16.88 2.195 0.123 1.7 36 22 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9549 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.413 0.068 0.3 8 23 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9469 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.5182 -0.4509 0 -246.64 2.035 0.175 1.3 478 19 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9417 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.5482 -0.4209 0 -230.23 2.255 0.118 0.5 112 24 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9312 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.5182 -0.4509 0 -246.64 1.884 0.131 1 37 20 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9058 K QSQILEAQGDAISTVLR A 3 1827.9690 1827.9682 -0.0009 0 -0.47 2.105 0.085 2.4 40 21 64 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9965 R RAMILEAQGER R 2 1272.6608 1272.6611 0.0003 0 0.22 2.689 0.06 1.7 1 16 20 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9766 R RAMILEAQGER R 3 1272.6608 1272.6633 0.0024 0 1.91 2.334 0.1 0.5 18 23 40 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RAMILEAQGERR S 3 1428.7619 1428.7630 0.0010 0 0.73 3.909 0.313 0 1 25 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RAMILEAQGERR S 3 1428.7619 1428.7622 0.0003 0 0.21 4.121 0.286 0.1 1 25 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RAMILEAQGERR S 3 1428.7619 1428.7644 0.0025 0 1.75 3.565 0.353 0.1 1 23 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RAMILEAQGERR S 3 1428.7619 1429.7782 1.0162 -1.0034 9.03 3.529 0.292 0.1 1 24 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R RAMILEAQGERR S 3 1428.7619 1428.9082 0.1462 0 102.36 2.537 0.291 0.2 3 21 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R RAMILEAQGERR S 3 1428.7619 1428.7644 0.0025 0 1.75 3.445 0.198 0.2 1 24 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 R RAMILEAQGERR S 3 1428.7619 1428.7582 -0.0038 0 -2.63 2.726 0.222 0.2 1 21 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 R RAMILEAQGERR S 3 1428.7619 1429.7782 1.0162 -1.0034 9.03 2.873 0.218 0.2 1 20 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9996 R RAMILEAQGERR S 3 1428.7619 1428.7622 0.0003 0 0.21 3.381 0.127 0.2 1 24 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9980 R RAMILEAQGERR S 3 1428.7619 1430.4382 1.6762 -2.0067 -231.29 3.025 0.139 0.6 1 22 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9970 R RAMILEAQGERR S 3 1428.7619 1428.7582 -0.0038 0 -2.63 2.357 0.142 0.3 1 24 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9968 R RAMILEAQGERR S 3 1428.7619 1428.7582 -0.0038 0 -2.63 2.395 0.161 0.6 4 21 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9959 R RAMILEAQGERR S 3 1428.7619 1428.7582 -0.0038 0 -2.63 2.615 0.101 0.4 1 22 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9954 R RAMILEAQGERR S 3 1428.7619 1428.7582 -0.0038 0 -2.63 2.634 0.128 0.6 6 22 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9930 R RAMILEAQGERR S 3 1428.7619 1428.8182 0.0562 0 39.37 2.574 0.103 0.6 3 21 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9928 R RAMILEAQGERR S 3 1428.7619 1428.7582 -0.0038 0 -2.63 2.588 0.1 0.3 3 22 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9915 R RAMILEAQGERR S 3 1428.7619 1427.7082 -1.0538 1 -37.62 2.955 0.229 0.2 1 20 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9866 R RAMILEAQGERR S 3 1428.7619 1428.7593 -0.0026 0 -1.84 2.304 0.108 1.1 4 21 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9827 R RAMILEAQGERR S 3 1428.7619 1428.7642 0.0022 0 1.56 2.747 0.024 5.1 1 26 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9796 R RAMILEAQGERR S 3 1428.7619 1428.7282 -0.0338 0 -23.62 2.266 0.067 1.3 1 20 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9649 R RAMILEAQGERR S 3 1428.7619 1428.7633 0.0014 0 0.98 2.651 0.036 2.2 8 21 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9565 R RAMILEAQGERR S 3 1428.7619 1429.7782 1.0162 -1.0034 9.03 2.579 0.077 1.2 4 19 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9278 R RAMILEAQGERR S 3 1428.7619 1430.7982 2.0362 -2.0067 20.68 2.522 0.078 0.3 13 21 44 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RSAIETAEGDKQSNIIR A 2 1886.9810 1886.9824 0.0014 0 0.73 5.695 0.469 0 1 25 32 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RSAIETAEGDKQSNIIR A 4 1886.9810 1886.9813 0.0002 0 0.13 3.882 0.32 0.1 1 52 96 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RSAIETAEGDKQSNIIR A 3 1886.9810 1886.9798 -0.0012 0 -0.64 5.649 0.335 0 1 36 64 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RSAIETAEGDKQSNIIR A 3 1886.9810 1886.9827 0.0017 0 0.91 5.752 0.39 0 1 38 64 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RSAIETAEGDKQSNIIR A 4 1886.9810 1886.9838 0.0028 0 1.49 3.847 0.273 0.1 1 52 96 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RSAIETAEGDKQSNIIR A 3 1886.9810 1886.9829 0.0019 0 1.01 5.719 0.388 0 1 38 64 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RSAIETAEGDKQSNIIR A 2 1886.9810 1886.9862 0.0052 0 2.73 3.943 0.45 0 1 23 32 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R RSAIETAEGDKQSNIIR A 3 1886.9810 1886.9806 -0.0005 0 -0.25 5.408 0.339 0 1 36 64 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 R RSAIETAEGDKQSNIIR A 4 1886.9810 1886.9853 0.0043 0 2.27 3.686 0.165 0.5 1 52 96 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9997 R RSAIETAEGDKQSNIIR A 4 1886.9810 1886.9842 0.0032 0 1.68 3.93 0.169 0.3 1 51 96 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K SAESMGERAVIDKGMETLAEIGQGESTK F 4 2923.3903 2924.4109 1.0206 -1.0034 5.89 3.304 0.336 0 1 45 162 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 K SAESMGERAVIDKGMETLAEIGQGESTK F 3 2923.3903 2924.3996 1.0092 -1.0034 2.01 4.777 0.464 0 1 32 108 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIR A 2 1730.8799 1730.8843 0.0043 0 2.50 4.651 0.398 0 1 23 30 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIR A 3 1730.8799 1730.8826 0.0027 0 1.54 3.801 0.4 0 1 34 60 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIR A 3 1730.8799 1730.8815 0.0016 0 0.91 3.588 0.412 0 1 36 60 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIR A 3 1730.8799 1730.8802 0.0003 0 0.17 3.479 0.341 0 1 32 60 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIR A 2 1730.8799 1730.8807 0.0008 0 0.45 4.75 0.314 0 1 24 30 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIR A 3 1730.8799 1730.8811 0.0012 0 0.69 3.591 0.423 0 1 34 60 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIR A 2 1730.8799 1730.8774 -0.0025 0 -1.45 4.753 0.385 0 1 24 30 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIR A 2 1730.8799 1730.8794 -0.0006 0 -0.32 5.238 0.385 0 1 24 30 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9993 R SAIETAEGDKQSNIIR A 2 1730.8799 1730.8794 -0.0006 0 -0.32 4.27 0.145 0 1 24 30 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9982 R SAIETAEGDKQSNIIR A 3 1730.8799 1731.8782 0.9982 -1.0034 -2.95 2.591 0.258 0.2 1 27 60 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9958 R SAIETAEGDKQSNIIR A 2 1730.8799 1731.8673 0.9874 -1.0034 -9.24 3.765 0.188 0.1 1 20 30 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9862 R SAIETAEGDKQSNIIR A 3 1730.8799 1731.8651 0.9852 -1.0034 -10.48 2.614 0.178 0.2 1 27 60 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIRAQGEK Q 3 2244.1346 2244.1349 0.0003 0 0.13 4.001 0.337 0 1 24 80 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 R SAIETAEGDKQSNIIRAQGEKQSQILEAQGDAISTVLR A 4 4054.0931 4056.0909 1.9978 -2.0067 -2.20 6.17 0.452 0 1 61 222 2 3 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 1 N SPVTADAVVYIK V 2 1261.6918 1261.6933 0.0015 0 1.20 3.532 0.472 0 1 18 22 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9999 N SPVTADAVVYIK V 2 1261.6918 1261.6936 0.0018 0 1.39 3.548 0.433 0 1 17 22 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9928 N SPVTADAVVYIK V 2 1261.6918 1263.1454 1.4536 -1.0034 356.88 2.953 0.369 0 3 14 22 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9994 R TQTLDVPRQEAITR D 2 1626.8689 1626.8711 0.0021 0 1.32 3.17 0.275 0.1 2 14 26 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9991 R TQTLDVPRQEAITR D 2 1626.8689 1626.8669 -0.0020 0 -1.23 3.21 0.241 0.2 2 13 26 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9979 R TQTLDVPRQEAITR D 2 1626.8689 1627.8654 0.9965 -1.0034 -4.20 3.341 0.28 0 2 13 26 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9799 R TQTLDVPRQEAITR D 3 1626.8689 1626.8728 0.0039 0 2.40 1.848 0.236 0.3 10 20 52 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9739 R TQTLDVPRQEAITR D 3 1626.8689 1626.8655 -0.0034 0 -2.10 1.873 0.238 0.8 25 18 52 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9679 R TQTLDVPRQEAITR D 3 1626.8689 1626.8782 0.0092 0 5.68 1.947 0.202 0.4 10 19 52 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9998 R VESVEVREVNPSKDVQQAMEQQTSAER K 3 3072.4782 3073.4749 0.9967 -1.0034 -2.18 3.556 0.294 0.1 1 28 104 2 2 1
Q5V1B0_HALMA 1 Hypothetical protein rrnAC1803 rrnAC1803 396 86.6 65 1393 0.9722 K VMDPKKAFLEVDNYER A 3 1952.9666 1955.0533 2.0867 -2.0067 40.95 3.011 0.152 1.1 8 21 60 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9552 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9881 0.9881 -1.0034 -8.15 2.804 0.056 1.2 2 17 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0687 1.0105 -1.0034 3.44 5.183 0.508 0 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0618 0.0036 0 1.72 6.076 0.475 0 1 38 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0716 0.0134 0 6.46 4.256 0.48 0 1 22 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0654 0.0072 0 3.48 3.569 0.462 0 1 18 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2075.0553 0.9971 -1.0034 -3.02 5.991 0.405 0 1 35 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0654 1.0072 -1.0034 1.87 4.947 0.473 0 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0574 -0.0008 0 -0.40 5.71 0.479 0 1 38 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0651 0.0069 0 3.31 6.319 0.499 0 1 37 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0528 0.9946 -1.0034 -4.22 4.926 0.496 0 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0454 -0.0128 0 -6.16 2.462 0.396 0 1 17 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0475 0.9892 -1.0034 -6.81 4.085 0.278 0 1 26 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0649 0.0067 0 3.22 4.478 0.407 0 1 29 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0626 0.0044 0 2.11 5.759 0.531 0 1 25 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0628 0.0046 0 2.23 5.965 0.544 0 1 25 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2075.0484 0.9901 -1.0034 -6.37 4.204 0.274 0 1 33 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0664 0.0081 0 3.93 3.544 0.275 0 2 23 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0654 1.0072 -1.0034 1.87 5.797 0.543 0 1 27 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2073.0763 -0.9820 1 8.70 4.256 0.49 0 1 22 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0570 -0.0012 0 -0.58 6.27 0.493 0 1 36 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0582 -0.0001 0 -0.03 3.124 0.309 0.1 1 25 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0654 1.0072 -1.0034 1.87 5.188 0.526 0 1 22 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0567 -0.0015 0 -0.72 5.892 0.52 0 1 27 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2073.0794 -0.9788 1 10.23 3.758 0.513 0 1 16 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0697 0.0115 0 5.52 3.456 0.496 0 1 18 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0454 0.9872 -1.0034 -7.78 5.099 0.492 0 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0670 0.0088 0 4.23 5.518 0.496 0 1 24 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0602 0.0019 0 0.93 3.681 0.464 0 1 21 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0616 0.0034 0 1.63 6.407 0.504 0 1 39 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0621 0.0039 0 1.87 6.098 0.561 0 1 27 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0582 0.0000 0 -0.01 5.887 0.539 0 1 26 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0454 -0.0128 0 -6.16 3.074 0.285 0 1 17 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0600 0.0017 0 0.84 6.385 0.484 0 1 39 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0658 0.0075 0 3.64 5.626 0.526 0 1 26 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0594 0.0012 0 0.58 5.723 0.523 0 1 27 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0654 1.0072 -1.0034 1.87 4.709 0.52 0 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0654 1.0072 -1.0034 1.87 5.603 0.569 0 1 24 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2075.0703 1.0121 -1.0034 4.22 4.177 0.323 0 1 27 72 2 0 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0655 0.0072 0 3.48 6.218 0.492 0 1 37 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0702 1.0119 -1.0034 4.14 5.377 0.476 0 1 22 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2075.0555 0.9973 -1.0034 -2.93 4.839 0.41 0 1 31 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2075.0482 0.9899 -1.0034 -6.46 4.636 0.373 0 1 32 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0640 0.0058 0 2.78 4.854 0.402 0 1 30 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2075.0520 0.9938 -1.0034 -4.60 5.01 0.444 0 1 33 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0854 0.0272 0 13.13 4.224 0.528 0 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0653 0.0071 0 3.40 6.076 0.544 0 1 26 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0648 0.0066 0 3.17 5.917 0.54 0 1 26 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0509 -0.0073 0 -3.54 3.784 0.433 0 1 20 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0614 0.0032 0 1.52 5.861 0.544 0 1 27 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0556 -0.0027 0 -1.28 6.128 0.444 0 1 37 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0654 1.0072 -1.0034 1.87 5.575 0.52 0 1 27 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0654 1.0072 -1.0034 1.87 5.113 0.505 0 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0624 0.0041 0 1.99 3.957 0.134 0.1 1 22 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0580 0.9997 -1.0034 -1.74 3.902 0.276 0 1 26 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2073.0724 -0.9859 1 6.82 3.68 0.436 0 1 21 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2076.0402 1.9820 -2.0067 -11.90 4.366 0.196 0 1 32 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0594 0.0012 0 0.58 3.726 0.169 0.1 1 21 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2073.0826 -0.9756 1 11.76 3.85 0.373 0 1 16 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0054 0.9472 -1.0034 -27.06 2.826 0.34 0 1 13 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0645 0.0063 0 3.05 4.086 0.096 0 1 24 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0597 0.0014 0 0.70 3.951 0.104 0 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2075.0533 0.9951 -1.0034 -3.98 3.497 0.237 0 1 22 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0602 0.0019 0 0.93 3.813 0.062 0.1 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9919 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2073.0304 -1.0279 1 -13.43 3.078 0.352 0 31 12 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9811 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0282 -0.0301 0 -14.49 2.863 0.113 0.3 52 21 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9731 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.3854 0.3272 0 157.77 1.804 0.148 0.2 2 13 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 A AIPVQGGDTALTTTEQTTLSK T 2 2131.1008 2132.1454 1.0446 -1.0034 19.37 3.395 0.49 0 1 21 40 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9950 A AIPVQGGDTALTTTEQTTLSK T 2 2131.1008 2132.2454 1.1446 -1.0034 66.29 2.975 0.385 0 1 18 40 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3803 0.0050 0 1.88 3.94 0.513 0 1 37 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3861 0.0109 0 4.07 2.987 0.374 0 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3785 0.0033 0 1.23 4.497 0.543 0 1 28 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3601 -0.0151 0 -5.63 3.295 0.372 0 1 33 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3813 1.0061 -1.0034 1.02 3.217 0.413 0 1 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3836 0.0083 0 3.11 4.934 0.507 0 1 37 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2684.3628 1.9875 -2.0067 -7.15 3.823 0.41 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3823 0.0071 0 2.63 3.749 0.498 0 1 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 3.046 0.33 0.1 1 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2683.3854 1.0102 -1.0034 2.56 4.816 0.582 0 1 29 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3829 0.0077 0 2.86 5.002 0.555 0 1 29 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3832 0.0080 0 2.97 3.845 0.536 0 1 31 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3788 0.0036 0 1.34 3.657 0.464 0 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3647 -0.0105 0 -3.92 3.615 0.401 0 1 33 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3884 1.0132 -1.0034 3.68 3.565 0.426 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2684.3880 2.0128 -2.0067 2.27 3.71 0.363 0 1 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3682 -0.0070 0 -2.62 3.471 0.444 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3874 0.0122 0 4.54 3.475 0.444 0 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3590 -0.0162 0 -6.04 3.174 0.373 0.1 1 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3810 0.0057 0 2.14 4.578 0.227 0 1 23 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3797 0.0045 0 1.68 5.102 0.54 0 1 28 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3734 -0.0018 0 -0.68 4.793 0.563 0 1 28 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3504 -0.0248 0 -9.25 3.447 0.364 0 1 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3753 0.0001 0 0.04 4.462 0.554 0 1 28 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3773 0.0021 0 0.79 3.621 0.426 0 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 3.512 0.406 0 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3396 -0.0356 0 -13.27 3.56 0.352 0 1 24 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2683.4054 1.0302 -1.0034 10.02 4.633 0.577 0 1 28 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3706 -0.0047 0 -1.74 3.8 0.441 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3660 -0.0092 0 -3.44 3.73 0.457 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3731 -0.0021 0 -0.78 3.858 0.348 0 1 31 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3764 0.0012 0 0.45 3.965 0.475 0 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3931 0.0179 0 6.66 3.457 0.448 0 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3740 -0.0012 0 -0.44 3.791 0.444 0 1 31 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3916 0.0164 0 6.11 3.027 0.394 0 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2684.3854 2.0102 -2.0067 1.31 5.924 0.565 0 1 29 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3797 1.0044 -1.0034 0.40 4.074 0.387 0 1 31 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3828 1.0075 -1.0034 1.57 3.409 0.369 0 1 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3816 0.0063 0 2.36 3.775 0.405 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3837 0.0085 0 3.18 3.131 0.393 0 2 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3803 0.0050 0 1.88 3.921 0.433 0 1 32 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3917 1.0165 -1.0034 4.91 3.67 0.411 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3665 -0.0087 0 -3.24 3.225 0.383 0 1 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3762 1.0010 -1.0034 -0.89 3.515 0.391 0 1 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3819 0.0067 0 2.50 3.137 0.333 0.1 2 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3783 0.0030 0 1.14 4.738 0.533 0 1 29 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3830 0.0078 0 2.91 3.563 0.383 0 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3632 -0.0120 0 -4.47 3.891 0.426 0 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3523 -0.0230 0 -8.56 3.28 0.347 0 1 31 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3814 0.0061 0 2.29 3.603 0.272 0.1 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3880 0.0127 0 4.75 3.308 0.339 0 1 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3820 1.0068 -1.0034 1.29 2.945 0.369 0.1 4 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3819 0.0067 0 2.50 3.376 0.445 0 1 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3482 -0.0270 0 -10.06 3.356 0.333 0 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2684.4005 2.0252 -2.0067 6.92 3.229 0.411 0 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3960 1.0207 -1.0034 6.48 3.404 0.371 0.1 1 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3393 -0.0360 0 -13.41 3.983 0.434 0 1 35 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3653 -0.0100 0 -3.72 3.293 0.411 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 3.409 0.502 0 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3523 -0.0230 0 -8.56 3.182 0.373 0 1 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3936 1.0184 -1.0034 5.59 3.52 0.454 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3493 -0.0259 0 -9.65 2.926 0.298 0.1 1 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3715 -0.0037 0 -1.40 3.057 0.374 0 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3824 0.0072 0 2.68 4.45 0.543 0 1 28 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.2794 -0.0958 0 -35.73 3.707 0.448 0 2 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3828 0.0076 0 2.84 3.768 0.47 0 1 34 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3806 0.0054 0 2.02 4.095 0.503 0 1 34 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2684.0182 1.6429 -2.0067 -135.61 3.685 0.428 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3859 1.0107 -1.0034 2.73 3.692 0.37 0 1 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2684.3782 2.0029 -2.0067 -1.40 3.314 0.279 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3811 1.0059 -1.0034 0.95 3.135 0.336 0 13 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3729 0.9977 -1.0034 -2.12 3.174 0.327 0.1 3 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3686 -0.0067 0 -2.49 3.163 0.255 0 1 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 3.096 0.311 0.1 2 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3727 0.9975 -1.0034 -2.19 3.095 0.294 0 1 29 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3761 0.0008 0 0.31 2.983 0.27 0.1 1 32 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3645 -0.0107 0 -3.99 2.676 0.302 0.1 1 26 100 2 0 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3581 -0.0171 0 -6.38 2.649 0.292 0.6 1 24 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3736 0.9984 -1.0034 -1.85 3.316 0.305 0 2 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3793 1.0041 -1.0034 0.27 3.276 0.335 0 7 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 2.917 0.3 0.2 3 24 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3707 -0.0045 0 -1.67 2.889 0.237 0.2 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3572 -0.0180 0 -6.72 3.217 0.223 0.1 1 31 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3735 -0.0017 0 -0.64 3.107 0.243 0 2 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3820 1.0068 -1.0034 1.29 2.798 0.298 0 1 24 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3956 1.0204 -1.0034 6.34 3.203 0.305 0.1 23 21 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3382 -0.0371 0 -13.81 2.862 0.288 0.3 28 22 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3702 -0.0050 0 -1.87 2.702 0.257 0.3 3 22 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3828 0.0076 0 2.84 2.881 0.248 0.1 4 24 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3725 0.9973 -1.0034 -2.26 2.922 0.311 0.1 11 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3767 1.0015 -1.0034 -0.69 3.184 0.304 0.1 40 21 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3883 0.0131 0 4.88 2.635 0.233 0.1 1 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3702 -0.0050 0 -1.87 2.666 0.288 0.2 22 22 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3781 0.0028 0 1.06 2.695 0.231 0.2 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3737 -0.0015 0 -0.58 2.654 0.229 0.6 1 24 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 3.166 0.286 0 19 21 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3646 0.9894 -1.0034 -5.19 2.981 0.265 0.1 3 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3827 0.0074 0 2.77 3.005 0.212 0.1 3 22 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 2.842 0.25 0.6 1 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9989 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3865 0.0113 0 4.20 2.866 0.213 0 7 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9987 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3858 0.0105 0 3.93 2.73 0.265 0.1 92 21 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9986 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3866 1.0114 -1.0034 3.00 2.786 0.222 0.2 1 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9983 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.4015 1.0262 -1.0034 8.53 2.662 0.253 0.3 5 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9970 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3733 -0.0019 0 -0.71 2.595 0.16 0.1 1 30 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9968 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3725 0.9973 -1.0034 -2.26 3.231 0.21 0.1 18 22 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9962 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 2.976 0.204 0.1 7 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9955 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2684.3782 2.0029 -2.0067 -1.40 2.874 0.188 0.3 3 26 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9955 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3795 1.0043 -1.0034 0.34 2.723 0.225 0.3 11 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9953 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.4030 0.0278 0 10.35 2.346 0.163 1.7 1 24 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9953 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3772 0.0019 0 0.72 2.841 0.22 0.3 220 21 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9943 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2684.3895 2.0143 -2.0067 2.82 2.821 0.162 1.3 1 28 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9919 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2684.3904 2.0152 -2.0067 3.16 2.818 0.148 0.2 1 27 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9807 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2682.3837 0.0085 0 3.18 2.709 0.103 2.1 7 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9776 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3703 0.9951 -1.0034 -3.08 2.703 0.14 0.5 4 22 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9652 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3882 1.0129 -1.0034 3.58 2.507 0.111 0.8 1 25 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9589 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3934 1.0182 -1.0034 5.52 2.604 0.133 1.2 8 22 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9319 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3859 1.0107 -1.0034 2.73 2.291 0.145 0.5 13 23 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9027 R AVFYAAIPVQGGDTALTTTEQTTLSK T 3 2682.3752 2683.3760 1.0008 -1.0034 -0.96 2.341 0.129 1.2 20 21 100 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9843 0.9843 -1.0034 -10.17 3.381 0.425 0 1 25 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.0018 0.0018 0 0.95 4.937 0.609 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 3 1871.0000 1871.0015 0.0015 0 0.78 3.522 0.425 0 1 29 68 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9903 0.9903 -1.0034 -6.97 4.145 0.321 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9879 0.9879 -1.0034 -8.28 4.388 0.389 0 1 27 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 3 1871.0000 1871.9871 0.9871 -1.0034 -8.68 2.918 0.379 0 1 27 68 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9854 0.9854 -1.0034 -9.58 3.377 0.366 0 1 25 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9906 0.9906 -1.0034 -6.84 4.006 0.538 0 1 24 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 3 1871.0000 1872.9982 1.9981 -2.0067 -4.57 3.215 0.358 0 1 25 68 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.0046 0.0046 0 2.45 4.257 0.306 0 1 20 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9870 0.9870 -1.0034 -8.73 3.518 0.428 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.0024 0.0024 0 1.28 4.975 0.61 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 3 1871.0000 1871.0000 0.0000 0 0.00 3.434 0.433 0 1 25 68 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9878 0.9877 -1.0034 -8.34 3.352 0.461 0 1 24 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9865 0.9865 -1.0034 -8.99 3.272 0.414 0 1 24 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R EALTPLVSTLTENGATVR Y 3 1871.0000 1871.9948 0.9948 -1.0034 -4.56 2.44 0.288 0.1 2 22 68 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9991 R EALTPLVSTLTENGATVR Y 3 1871.0000 1871.9853 0.9853 -1.0034 -9.65 2.626 0.235 0.2 1 28 68 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9514 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9861 0.9860 -1.0034 -9.25 2.747 0.04 1.1 1 16 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9452 R EALTPLVSTLTENGATVR Y 2 1871.0000 1871.9876 0.9876 -1.0034 -8.41 2.507 0.067 1.9 1 19 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N EQLVGNLLDFLVTGEK S 2 1773.9512 1773.9454 -0.0058 0 -3.26 3.788 0.567 0 1 25 30 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 N EQLVGNLLDFLVTGEK S 3 1773.9512 1773.9660 0.0148 0 8.34 3.49 0.307 0 1 27 60 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9216 A GLGLFGPIR S 2 928.5494 928.5454 -0.0040 0 -4.28 2.322 0.165 0.1 1 13 16 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9191 A GLGLFGPIR S 2 928.5494 929.5555 1.0060 -1.0034 2.89 2.821 0.177 0.1 1 13 16 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9980 N GLSAFSDAGGR V 2 1036.4937 1036.4969 0.0032 0 3.09 2.892 0.307 0 1 18 20 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9975 N GLSAFSDAGGR V 2 1036.4937 1036.4854 -0.0083 0 -7.98 2.823 0.305 0 1 19 20 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9959 N GLSAFSDAGGR V 2 1036.4937 1036.4854 -0.0083 0 -7.98 2.379 0.347 0 1 16 20 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9914 N GLSAFSDAGGR V 2 1036.4937 1036.4964 0.0027 0 2.61 2.75 0.246 0 1 18 20 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 V GNLLDFLVTGEK S 2 1304.6976 1305.6854 0.9878 -1.0034 -11.90 3.725 0.397 0 1 18 22 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N GYLYNMHEYDTNYQNVYATPTGDTELTEGVDR A 3 3744.6213 3745.5833 0.9620 -1.0034 -11.06 5.836 0.474 0 1 40 124 1 0 1 GYLYNM[147]HEYDTNYQNVYATPTGDTELTEGVDR
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N GYLYNMHEYDTNYQNVYATPTGDTELTEGVDR A 3 3728.6213 3730.6282 2.0068 -2.0067 0.04 5.894 0.546 0 1 42 124 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9752 N GYLYNMHEYDTNYQNVYATPTGDTELTEGVDR A 3 3728.6213 3728.6145 -0.0068 0 -1.82 4.124 0.176 0.3 1 31 124 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9987 V IDVAHAGDIDR E 2 1180.5836 1182.5654 1.9818 -2.0067 -21.07 3.58 0.36 0 1 18 20 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9986 E KVVVIDVAHAGDIDR E 3 1605.8838 1605.8845 0.0007 0 0.45 3.212 0.354 0 1 27 56 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 N LLDFLVTGEK S 2 1133.6332 1133.6334 0.0002 0 0.15 3.233 0.386 0 1 15 18 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9833 N LLDFLVTGEK S 2 1133.6332 1133.6336 0.0004 0 0.37 2.134 0.303 0.3 1 14 18 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 D NEQLVGNLLDFLVTGEK S 2 1887.9942 1887.9999 0.0056 0 2.98 5.04 0.556 0 1 25 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 D NEQLVGNLLDFLVTGEK S 2 1887.9942 1888.0054 0.0112 0 5.94 4.883 0.516 0 1 25 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9922 D REALTPLVSTLTENGATVR Y 3 2027.1011 2028.0982 0.9970 -1.0034 -3.11 3.339 0.342 0 1 30 72 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9880 D REALTPLVSTLTENGATVR Y 3 2027.1011 2028.0982 0.9970 -1.0034 -3.11 2.995 0.352 0 1 26 72 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R RQDTYGVVAR S 2 1163.6047 1163.6036 -0.0011 0 -0.96 2.878 0.269 0.1 1 17 18 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R RQDTYGVVAR S 2 1163.6047 1163.6058 0.0011 0 0.93 2.55 0.249 0 1 14 18 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9983 R RQDTYGVVAR S 2 1163.6047 1163.6054 0.0007 0 0.62 2.043 0.203 0.1 1 12 18 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9978 R RQDTYGVVAR S 2 1163.6047 1163.6054 0.0007 0 0.62 1.942 0.248 0.7 4 13 18 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9823 R RQDTYGVVAR S 2 1163.6047 1163.6035 -0.0012 0 -1.06 2.117 0.105 0.3 6 12 18 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.811 0.33 0 1 19 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1328.7054 0.9958 -1.0034 -5.67 3.22 0.378 0 1 19 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7121 0.0025 0 1.89 3.3 0.385 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7143 0.0047 0 3.54 3.247 0.354 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7143 0.0047 0 3.54 3.144 0.435 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7113 0.0017 0 1.25 3.111 0.367 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 3.194 0.382 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7132 0.0036 0 2.72 3.201 0.439 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 3 1327.7096 1327.7110 0.0014 0 1.03 3.882 0.31 0.1 1 29 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7120 0.0024 0 1.80 3.18 0.338 0 1 21 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.729 0.38 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7137 0.0041 0 3.08 3.112 0.367 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7134 0.0037 0 2.81 2.979 0.364 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7130 0.0034 0 2.53 2.763 0.331 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.671 0.344 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7149 0.0053 0 4.00 2.915 0.383 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.834 0.304 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.685 0.378 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.886 0.374 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7138 0.0042 0 3.18 3.14 0.354 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.559 0.35 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 1 1327.7096 1327.7081 -0.0016 0 -1.18 2.879 0.502 0 1 14 24 2 0 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 3 1327.7096 1327.7119 0.0023 0 1.72 4.826 0.318 0 1 28 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7184 0.0087 0 6.58 2.903 0.328 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.858 0.319 0 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7132 0.0036 0 2.72 3.133 0.364 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.802 0.375 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7115 0.0019 0 1.43 2.999 0.311 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7137 0.0041 0 3.08 2.954 0.336 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.743 0.323 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7132 0.0036 0 2.72 3.325 0.387 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.871 0.31 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7101 0.0004 0 0.33 3.317 0.374 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 3.064 0.374 0 1 19 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 3 1327.7096 1327.7135 0.0038 0 2.89 3.903 0.234 0.2 1 25 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7118 0.0021 0 1.61 3.143 0.367 0 1 19 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1328.7254 1.0158 -1.0034 9.40 3.199 0.382 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7118 0.0021 0 1.61 3.213 0.383 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 1 1327.7096 1329.7227 2.0131 -2.0067 4.82 3.38 0.36 0 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7140 0.0043 0 3.27 3.272 0.374 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1327.7097 0.0001 0 0.05 3.102 0.365 0 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQR Y 2 1327.7096 1328.7254 1.0158 -1.0034 9.40 3.236 0.374 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.592 0.32 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.674 0.316 0 1 19 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 3 1327.7096 1327.7182 0.0085 0 6.44 2.801 0.254 0.2 3 22 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.644 0.286 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7110 0.0014 0 1.06 2.573 0.282 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.8254 0.1158 0 87.24 2.442 0.309 0.1 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.681 0.282 0 2 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7119 0.0023 0 1.71 2.869 0.289 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7454 0.0358 0 26.98 2.338 0.324 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.505 0.289 0 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7115 0.0019 0 1.43 2.507 0.307 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.725 0.275 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7130 0.0034 0 2.53 2.656 0.3 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.657 0.28 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.724 0.253 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.541 0.307 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.944 0.249 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1328.7054 0.9958 -1.0034 -5.67 3.204 0.321 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1328.8254 1.1158 -1.0034 84.71 3.086 0.348 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1328.7254 1.0158 -1.0034 9.40 3.269 0.339 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.477 0.306 0.1 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1327.7127 0.0031 0 2.35 2.723 0.233 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.902 0.204 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.481 0.276 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1328.7054 0.9958 -1.0034 -5.67 2.955 0.297 0.1 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 3 1327.7096 1327.7124 0.0027 0 2.06 3.794 0.139 0.1 1 28 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.591 0.256 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1328.7054 0.9958 -1.0034 -5.67 2.914 0.304 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.749 0.235 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.669 0.239 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.643 0.241 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SADALVVLGAEQR Y 2 1327.7096 1328.7054 0.9958 -1.0034 -5.67 2.769 0.299 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.512 0.242 0 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SADALVVLGAEQR Y 2 1327.7096 1328.7054 0.9958 -1.0034 -5.67 3.203 0.251 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.582 0.239 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.352 0.277 0 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.31 0.283 0.1 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.546 0.211 0 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.453 0.229 0 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.271 0.26 0.3 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R SADALVVLGAEQR Y 3 1327.7096 1327.7182 0.0085 0 6.44 2.562 0.275 0.6 100 18 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.582 0.195 0 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R SADALVVLGAEQR Y 2 1327.7096 1327.7132 0.0036 0 2.72 3.504 0.077 0.7 1 19 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R SADALVVLGAEQR Y 3 1327.7096 1327.7182 0.0085 0 6.44 2.804 0.226 0.4 23 20 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9993 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.267 0.234 0.1 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9993 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.223 0.244 0.1 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9993 R SADALVVLGAEQR Y 2 1327.7096 1327.7207 0.0111 0 8.32 2.751 0.179 0.2 2 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 R SADALVVLGAEQR Y 2 1327.7096 1327.7135 0.0039 0 2.90 3.607 0.046 0.5 1 20 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 R SADALVVLGAEQR Y 2 1327.7096 1328.7054 0.9958 -1.0034 -5.67 2.762 0.255 0 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.444 0.199 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 R SADALVVLGAEQR Y 2 1327.7096 1327.7101 0.0004 0 0.33 2.322 0.224 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9987 R SADALVVLGAEQR Y 2 1327.7096 1327.7135 0.0039 0 2.90 2.656 0.141 0.1 1 18 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9987 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.112 0.229 0.3 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9986 R SADALVVLGAEQR Y 2 1327.7096 1328.2654 0.5558 -1.0034 -337.07 2.419 0.275 0 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9985 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.489 0.176 0.1 2 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9985 R SADALVVLGAEQR Y 2 1327.7096 1329.7054 1.9958 -2.0067 -8.19 3.175 0.178 0.1 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9984 R SADALVVLGAEQR Y 3 1327.7096 1327.7118 0.0022 0 1.65 3.141 0.163 0.1 34 22 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9983 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 1.992 0.237 0.4 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9982 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.458 0.153 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9981 R SADALVVLGAEQR Y 2 1327.7096 1328.6854 0.9758 -1.0034 -20.73 2.7 0.213 0 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9979 R SADALVVLGAEQR Y 3 1327.7096 1327.7182 0.0085 0 6.44 2.236 0.255 0.2 73 17 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9979 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.206 0.186 0.1 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9972 R SADALVVLGAEQR Y 2 1327.7096 1328.7254 1.0158 -1.0034 9.40 2.88 0.167 0.1 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9970 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.253 0.159 0 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9968 R SADALVVLGAEQR Y 3 1327.7096 1327.7182 0.0085 0 6.44 2.595 0.185 0.2 35 19 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9964 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.561 0.169 1 13 12 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9962 R SADALVVLGAEQR Y 2 1327.7096 1328.7254 1.0158 -1.0034 9.40 2.674 0.209 0.2 3 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9962 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 1.94 0.204 1 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9962 R SADALVVLGAEQR Y 2 1327.7096 1327.4854 -0.2242 0 -168.84 2.399 0.14 0.2 2 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9958 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 1.914 0.203 0.2 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9953 R SADALVVLGAEQR Y 2 1327.7096 1328.7254 1.0158 -1.0034 9.40 2.598 0.178 0.1 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9953 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.224 0.157 0.2 2 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9951 R SADALVVLGAEQR Y 3 1327.7096 1327.7109 0.0013 0 0.96 2.192 0.225 0.9 77 16 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9947 R SADALVVLGAEQR Y 3 1327.7096 1328.7082 0.9985 -1.0034 -3.62 2.912 0.117 0.2 1 22 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9941 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.137 0.141 0.1 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9934 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.441 0.113 0.1 3 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9924 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.69 0.037 0.6 1 17 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9922 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.046 0.172 0.4 3 12 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9868 R SADALVVLGAEQR Y 2 1327.7096 1328.7254 1.0158 -1.0034 9.40 2.396 0.152 0.3 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9866 R SADALVVLGAEQR Y 3 1327.7096 1327.7111 0.0015 0 1.10 2.435 0.135 1.1 29 20 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9847 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.102 0.093 0.2 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9840 R SADALVVLGAEQR Y 2 1327.7096 1327.7147 0.0051 0 3.82 2.142 0.102 0.3 2 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9833 R SADALVVLGAEQR Y 3 1327.7096 1327.7105 0.0009 0 0.68 3.129 0.036 0.5 8 24 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9805 R SADALVVLGAEQR Y 2 1327.7096 1327.7120 0.0024 0 1.80 2.438 0.021 0.1 1 16 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9790 R SADALVVLGAEQR Y 2 1327.7096 1327.6854 -0.0242 0 -18.21 2.215 0.054 0.1 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9765 R SADALVVLGAEQR Y 3 1327.7096 1327.7182 0.0085 0 6.44 2.232 0.162 0.7 161 17 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9732 R SADALVVLGAEQR Y 2 1327.7096 1327.7099 0.0003 0 0.23 2.317 0.022 2 1 17 24 2 0 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9684 R SADALVVLGAEQR Y 2 1327.7096 1327.7254 0.0158 0 11.92 2.012 0.067 0.7 1 14 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9681 R SADALVVLGAEQR Y 3 1327.7096 1328.7082 0.9985 -1.0034 -3.62 2.441 0.13 0.6 11 17 48 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9381 R SADALVVLGAEQR Y 2 1327.7096 1327.7054 -0.0042 0 -3.15 2.026 0.115 2.7 30 13 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3182.5476 -0.0005 0 -0.15 4.368 0.355 0 7 36 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.869 0.587 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3182.5505 0.0025 0 0.77 6.543 0.566 0 1 53 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.762 0.523 0 1 35 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.572 0.559 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5526 0.0046 0 1.45 5.27 0.445 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.936 0.469 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.907 0.52 0 1 41 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 4.736 0.474 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5307 0.9827 -1.0034 -6.49 5.042 0.445 0 1 41 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.264 0.489 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 5.1 0.554 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 3.727 0.349 0 1 30 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 5.611 0.541 0 1 31 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.662 0.515 0 1 35 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 5.285 0.48 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5134 -0.0346 0 -10.86 5.263 0.482 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.492 0.512 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5387 -0.0093 0 -2.92 4.409 0.4 0 1 27 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5321 -0.0159 0 -5.00 4.778 0.526 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.102 0.514 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5413 -0.0067 0 -2.12 5.244 0.415 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5288 -0.0192 0 -6.03 5.101 0.577 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5709 2.0229 -2.0067 5.08 4.632 0.372 0 1 46 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5526 0.0046 0 1.45 6.294 0.538 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.718 0.487 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 2 3182.5480 3182.5465 -0.0015 0 -0.48 3.706 0.459 0 1 18 60 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.837 0.368 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3182.5495 0.0015 0 0.47 5.831 0.53 0 1 43 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5299 -0.0181 0 -5.69 5.194 0.497 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.602 0.494 0 1 28 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5395 -0.0086 0 -2.69 4.763 0.465 0 1 35 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5373 -0.0108 0 -3.38 5.341 0.475 0 1 31 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5153 -0.0327 0 -10.29 4.776 0.492 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5527 2.0047 -2.0067 -0.64 5.157 0.507 0 1 39 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.056 0.477 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 4.342 0.346 0 1 31 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5384 -0.0097 0 -3.04 5.39 0.528 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5625 0.0145 0 4.56 5.237 0.377 0 6 28 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.981 0.54 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5507 1.0027 -1.0034 -0.20 5.966 0.524 0 1 45 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 5.506 0.498 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.542 0.478 0 1 31 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5493 0.0013 0 0.41 4.636 0.497 0 1 31 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5340 -0.0141 0 -4.42 5.264 0.532 0 1 31 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.038 0.525 0 1 30 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5391 -0.0089 0 -2.81 5.618 0.462 0 1 29 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 5.059 0.567 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 2 3182.5480 3182.5541 0.0060 0 1.89 4.265 0.558 0 1 16 60 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5442 -0.0038 0 -1.20 5.011 0.48 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 5.228 0.593 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.893 0.55 0 1 37 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5486 0.0006 0 0.18 5.735 0.456 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3180.5131 -2.0349 2 -10.96 5.63 0.44 0 1 49 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.972 0.489 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5436 1.9956 -2.0067 -3.48 4.45 0.391 0 1 42 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3182.5476 -0.0005 0 -0.15 7.221 0.615 0 1 51 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5241 -0.0240 0 -7.53 5.192 0.459 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3182.5446 -0.0034 0 -1.07 6.104 0.425 0 1 44 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5414 0.9934 -1.0034 -3.13 4.819 0.445 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5365 -0.0115 0 -3.61 4.737 0.474 0 1 27 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.893 0.488 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5504 0.0024 0 0.76 5.888 0.532 0 1 38 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.613 0.414 0 1 30 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5709 2.0229 -2.0067 5.08 6.362 0.556 0 1 51 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5365 -0.0115 0 -3.61 5.338 0.546 0 1 38 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.451 0.406 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5266 -0.0214 0 -6.72 5.677 0.511 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5501 0.0020 0 0.64 4.775 0.493 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5369 -0.0111 0 -3.50 5.356 0.509 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5252 -0.0229 0 -7.18 4.495 0.449 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.939 0.389 0 1 28 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5403 0.9923 -1.0034 -3.48 5.275 0.475 0 1 41 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5490 0.0009 0 0.30 5.668 0.494 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5465 0.9985 -1.0034 -1.52 4.509 0.447 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5486 0.0006 0 0.18 5.09 0.544 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5460 -0.0020 0 -0.62 4.882 0.522 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5354 -0.0126 0 -3.96 4.793 0.437 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5402 -0.0078 0 -2.46 4.269 0.409 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5519 1.0039 -1.0034 0.18 5.806 0.457 0 1 44 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 4.76 0.393 0 2 25 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.939 0.552 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5336 -0.0144 0 -4.54 4.592 0.42 0 1 39 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.374 0.439 0 1 35 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 4.269 0.446 0 1 29 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5419 0.9939 -1.0034 -2.96 5.245 0.392 0 1 41 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5380 -0.0100 0 -3.15 4.633 0.458 0 1 30 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 4.407 0.399 0 2 25 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.702 0.493 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.787 0.528 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.843 0.54 0 1 29 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.955 0.497 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5402 -0.0078 0 -2.46 5.194 0.493 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.575 0.496 0 1 31 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.957 0.479 0 1 37 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5369 -0.0111 0 -3.50 5.161 0.529 0 1 37 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.623 0.521 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5563 2.0083 -2.0067 0.51 4.633 0.427 0 8 34 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 2 3182.5480 3182.5558 0.0077 0 2.43 4.073 0.347 0 1 15 60 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.952 0.416 0 1 32 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5241 0.9761 -1.0034 -8.56 4.649 0.414 0 1 40 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5309 1.9829 -2.0067 -7.49 5.801 0.493 0 1 50 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 4.451 0.463 0 1 27 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.285 0.579 0 1 33 120 2 1 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 5.527 0.281 0 5 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5303 -0.0177 0 -5.57 5.103 0.52 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.735 0.477 0 1 30 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5325 -0.0155 0 -4.88 5.29 0.556 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5391 -0.0089 0 -2.81 4.545 0.539 0 1 37 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5464 -0.0016 0 -0.51 5.087 0.53 0 1 40 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5724 0.0244 0 7.66 5.969 0.523 0 1 39 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5497 0.0017 0 0.53 4.765 0.48 0 1 38 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 2 3182.5480 3182.5472 -0.0008 0 -0.25 3.822 0.37 0 1 18 60 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5545 0.0064 0 2.02 4.778 0.533 0 1 36 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.371 0.464 0 1 30 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5493 0.0013 0 0.41 5.551 0.495 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5387 -0.0093 0 -2.92 4.502 0.391 0 1 31 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5365 -0.0115 0 -3.61 4.424 0.422 0 1 28 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 5.068 0.519 0 1 33 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5682 2.0201 -2.0067 4.23 4.976 0.497 0 1 35 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5534 1.0054 -1.0034 0.64 5 0.387 0 12 36 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5393 0.9912 -1.0034 -3.81 3.844 0.29 0.3 1 39 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 4.354 0.276 0 1 27 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5782 1.0301 -1.0034 8.42 3.301 0.333 0.1 1 28 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5559 0.0079 0 2.48 3.794 0.255 0 1 34 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 3.249 0.326 0.3 1 25 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5413 -0.0067 0 -2.12 3.974 0.303 0 7 24 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 4.124 0.277 0 1 25 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5341 0.9861 -1.0034 -5.42 4.082 0.317 0 3 38 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5520 1.0040 -1.0034 0.20 3.499 0.331 0.1 7 26 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3181.5026 -1.0454 1 -14.26 4.616 0.482 0 12 33 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5354 -0.0126 0 -3.96 3.529 0.274 0.4 55 22 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9990 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 2 3182.5480 3183.5343 0.9863 -1.0034 -5.37 3.135 0.338 0 1 17 60 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9981 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5405 1.9925 -2.0067 -4.48 4.01 0.249 0.2 21 32 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9977 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 4.182 0.168 0 1 26 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9976 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5515 0.0035 0 1.10 3.62 0.183 0.2 5 24 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9976 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5413 -0.0067 0 -2.12 3.652 0.165 0.1 2 25 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9975 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5517 1.0037 -1.0034 0.10 3.534 0.264 0.1 26 36 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9975 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5709 1.0229 -1.0034 6.13 4.392 0.298 0 79 32 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9974 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5637 2.0156 -2.0067 2.81 3.96 0.221 0 14 35 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9971 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5582 1.0102 -1.0034 2.16 3.24 0.262 0.2 12 23 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9951 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5498 1.0018 -1.0034 -0.49 3.143 0.238 0.3 7 24 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9942 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 2 3182.5480 3184.5454 1.9974 -2.0067 -2.91 2.607 0.321 0 1 17 60 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9921 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3182.5526 0.0046 0 1.45 3.264 0.162 0.2 6 25 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9900 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5515 1.0034 -1.0034 0.03 3.771 0.218 0.3 38 36 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9833 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3183.5482 1.0001 -1.0034 -1.01 3.425 0.222 0.3 111 21 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9816 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5424 0.9944 -1.0034 -2.81 3.376 0.058 0.6 1 38 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9795 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3180.5293 -2.0187 2 -5.88 3.518 0.277 0.1 1 29 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9658 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 3 3182.5480 3184.5382 1.9901 -2.0067 -5.20 3.014 0.153 0.5 3 27 120 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9520 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3184.5446 1.9966 -2.0067 -3.17 4.024 0.19 0.1 162 33 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9333 R SADALVVLGAEQRYTESELNGLSAFSDAGGR V 4 3182.5480 3183.5478 0.9998 -1.0034 -1.12 2.833 0.049 1.4 3 38 180 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9983 R SDSVTKPMAPLAS Q 2 1302.6489 1302.6454 -0.0035 0 -2.67 2.425 0.406 0 1 19 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9899 R SDSVTKPMAPLAS Q 2 1302.6489 1302.6511 0.0022 0 1.67 2.329 0.323 0.1 1 17 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9802 R SDSVTKPMAPLAS Q 2 1302.6489 1302.6501 0.0012 0 0.92 2.354 0.281 0 1 19 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SDSVTKPMAPLASQY G 2 1593.7708 1593.7700 -0.0008 0 -0.52 2.993 0.481 0 1 15 28 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGL S 2 1779.8764 1779.8768 0.0004 0 0.21 3.69 0.491 0 1 19 32 1 0 1 SDSVTKPM[147]APLASQYGL
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGL S 2 1779.8764 1779.8740 -0.0024 0 -1.36 3.538 0.491 0 1 19 32 1 0 1 SDSVTKPM[147]APLASQYGL
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGL S 2 1763.8764 1763.8813 0.0049 0 2.78 3.718 0.543 0 1 20 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGL S 2 1763.8764 1763.8790 0.0026 0 1.46 4.004 0.518 0 1 21 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGL S 2 1779.8764 1779.8762 -0.0002 0 -0.13 3.845 0.469 0 1 20 32 1 0 1 SDSVTKPM[147]APLASQYGL
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGL S 2 1779.8764 1779.8740 -0.0024 0 -1.36 3.779 0.558 0 1 20 32 1 0 1 SDSVTKPM[147]APLASQYGL
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGL S 2 1763.8764 1763.8791 0.0027 0 1.53 3.959 0.516 0 1 21 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SDSVTKPMAPLASQYGL S 2 1763.8764 1763.8797 0.0033 0 1.88 4.231 0.362 0 1 20 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SDSVTKPMAPLASQYGL S 2 1763.8764 1763.8805 0.0040 0 2.29 3.628 0.445 0 1 21 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SDSVTKPMAPLASQYGL S 2 1763.8764 1763.8791 0.0027 0 1.53 4.326 0.365 0 1 20 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SDSVTKPMAPLASQYGL S 2 1763.8764 1763.8790 0.0026 0 1.46 4.14 0.353 0 1 20 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SDSVTKPMAPLASQYGL S 2 1779.8764 1779.8735 -0.0029 0 -1.64 4.141 0.32 0 1 18 32 1 0 1 SDSVTKPM[147]APLASQYGL
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SDSVTKPMAPLASQYGL S 2 1763.8764 1763.8805 0.0040 0 2.29 4.158 0.317 0 1 20 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGLSYGN G 2 2185.0361 2185.0409 0.0047 0 2.17 5.489 0.584 0 1 24 40 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SDSVTKPMAPLASQYGLSYGN G 2 2185.0361 2185.0421 0.0060 0 2.73 5.284 0.607 0 1 24 40 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N SGESVATPADESGDLSMSADASEK V 2 2355.9911 2355.9654 -0.0257 0 -10.90 4.069 0.541 0 1 22 46 1 0 1 SGESVATPADESGDLSM[147]SADASEK
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N SGESVATPADESGDLSMSADASEK V 2 2339.9911 2339.9959 0.0048 0 2.06 6.199 0.629 0 1 30 46 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N SGESVATPADESGDLSMSADASEK V 2 2339.9911 2339.9908 -0.0003 0 -0.13 4.563 0.587 0 1 30 46 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N SGESVATPADESGDLSMSADASEK V 2 2339.9911 2339.9981 0.0070 0 3.00 5.012 0.598 0 1 30 46 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 N SGESVATPADESGDLSMSADASEK V 2 2339.9911 2341.9972 2.0060 -2.0067 -0.28 5.036 0.471 0 1 27 46 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 N SGESVATPADESGDLSMSADASEK V 2 2339.9911 2341.0013 1.0102 -1.0034 2.92 4.505 0.42 0 1 23 46 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 N SGESVATPADESGDLSMSADASEK V 2 2355.9911 2356.9854 0.9943 -1.0034 -3.83 3.401 0.518 0 1 20 46 1 0 1 SGESVATPADESGDLSM[147]SADASEK
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9944 N SGESVATPADESGDLSMSADASEK V 2 2355.9911 2357.2054 1.2143 -1.0034 89.55 2.881 0.391 0 1 17 46 1 0 1 SGESVATPADESGDLSM[147]SADASEK
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1118 0.0103 0 4.57 4.312 0.403 0 1 30 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1102 0.0087 0 3.87 6.616 0.63 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1122 0.0106 0 4.74 6.603 0.623 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1136 0.0121 0 5.39 5.115 0.578 0 1 23 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1218 0.0203 0 9.05 4.063 0.355 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 6.109 0.646 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1141 0.0126 0 5.61 4.024 0.561 0 1 22 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1102 0.0087 0 3.87 6.29 0.612 0 1 30 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1085 0.0070 0 3.10 5.154 0.619 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1187 0.0172 0 7.67 6.335 0.615 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1190 0.0175 0 7.78 5.595 0.568 0 1 24 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1134 0.0119 0 5.28 6.03 0.576 0 1 25 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1146 0.0131 0 5.82 5.542 0.581 0 1 26 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1078 0.0062 0 2.78 6.198 0.617 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.826 0.389 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1241 0.0226 0 10.06 5.649 0.619 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1063 0.0048 0 2.13 3.606 0.478 0 1 21 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1233 0.0218 0 9.71 3.33 0.268 0.1 2 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1081 0.0066 0 2.94 3.896 0.376 0 1 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1173 0.0158 0 7.02 6.274 0.646 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1102 0.0087 0 3.87 6.602 0.64 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1083 0.0067 0 3.00 6.437 0.602 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1132 0.0117 0 5.22 4.139 0.406 0 4 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1021 1.0006 -1.0034 -1.21 6.238 0.615 0 1 26 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1065 0.0050 0 2.23 6.218 0.635 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1129 0.0114 0 5.06 6.238 0.623 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1065 0.0050 0 2.23 6.566 0.632 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1097 0.0082 0 3.65 4.466 0.61 0 1 23 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 4.897 0.589 0 1 22 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1087 0.0072 0 3.21 6.619 0.616 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1202 0.0187 0 8.32 3.317 0.36 0.1 3 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1114 0.0099 0 4.41 6.229 0.581 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1129 0.0114 0 5.06 6.738 0.618 0 1 29 38 2 0 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1153 0.0138 0 6.15 5.189 0.649 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1109 0.0094 0 4.19 6.315 0.626 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1151 0.0136 0 6.04 6.241 0.613 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1080 0.0065 0 2.89 6.17 0.617 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1254 0.0239 0 10.66 4.445 0.622 0 1 22 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 4.503 0.514 0 1 22 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1170 0.0155 0 6.91 6.198 0.616 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1119 0.0104 0 4.63 6.336 0.629 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1107 0.0092 0 4.08 3.8 0.385 0 1 28 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1039 0.0023 0 1.04 4.227 0.538 0 1 21 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1134 0.0119 0 5.28 5.571 0.605 0 1 26 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1163 0.0148 0 6.58 6.107 0.564 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1153 0.0137 0 6.12 4.45 0.484 0 1 29 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 6.285 0.616 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1097 0.0082 0 3.65 6.353 0.634 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1161 0.0145 0 6.48 5.026 0.624 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1226 0.0211 0 9.38 3.628 0.27 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.264 0.461 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1146 0.0131 0 5.82 6.686 0.634 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1104 0.0089 0 3.97 6.118 0.629 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1156 0.0141 0 6.26 6.216 0.635 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 4.391 0.518 0 1 22 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1103 0.0088 0 3.91 4.7 0.408 0 1 30 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1156 0.0141 0 6.26 6.39 0.621 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1078 0.0062 0 2.78 6.423 0.601 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1080 0.0065 0 2.89 6.26 0.623 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1166 0.0150 0 6.69 6.423 0.632 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1056 0.0040 0 1.80 6.58 0.622 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1053 0.0038 0 1.69 6.23 0.606 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1109 0.0094 0 4.19 6.502 0.616 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1053 0.0038 0 1.69 4.919 0.588 0 1 26 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1175 0.0160 0 7.13 6.629 0.565 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1104 0.0089 0 3.97 6.428 0.582 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1107 0.0092 0 4.08 6.185 0.618 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.507 0.316 0.1 7 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.637 0.388 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1114 0.0099 0 4.41 6.479 0.581 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1222 0.0206 0 9.19 5.682 0.599 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1110 0.0095 0 4.24 3.467 0.341 0 12 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1056 0.0040 0 1.80 6.24 0.595 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1382 1.0366 -1.0034 14.83 3.852 0.436 0 1 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1168 0.0153 0 6.80 6.531 0.595 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1104 0.0089 0 3.97 6.314 0.626 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1109 0.0094 0 4.19 6.421 0.613 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1131 0.0116 0 5.17 5.083 0.612 0 1 24 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1148 0.0133 0 5.93 6.287 0.626 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.551 0.484 0 1 28 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1119 0.0104 0 4.63 6.259 0.635 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1212 0.0197 0 8.76 6.49 0.59 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1096 0.0081 0 3.59 4.432 0.421 0 1 29 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1156 0.0141 0 6.26 6.458 0.598 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1148 0.0133 0 5.93 6.211 0.588 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1148 0.0133 0 5.93 6.192 0.591 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.077 0.467 0 3 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1004 -0.0011 0 -0.48 3.563 0.49 0 1 18 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1131 0.0116 0 5.17 5.452 0.641 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.0654 -0.0361 0 -16.07 3.278 0.558 0 1 18 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2243.0702 -2.0314 2 -13.97 4.102 0.424 0 1 28 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1180 0.0165 0 7.34 3.377 0.347 0.1 8 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1100 0.0084 0 3.76 4.774 0.614 0 1 21 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1136 0.0121 0 5.39 6.363 0.636 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1104 0.0089 0 3.97 6.431 0.629 0 1 30 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1090 0.0075 0 3.32 4.103 0.257 0 1 23 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.327 0.406 0 1 28 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 6.469 0.609 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1124 0.0109 0 4.84 6.303 0.592 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1117 0.0101 0 4.52 6.461 0.633 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1166 0.0150 0 6.69 5.352 0.615 0 1 23 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1254 0.0239 0 10.66 4.62 0.622 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.683 0.454 0 1 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1160 0.0145 0 6.44 4.485 0.418 0 1 31 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1109 0.0094 0 4.19 6.336 0.617 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.0993 -0.0022 0 -0.98 4.111 0.349 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1114 0.0099 0 4.41 6.393 0.603 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1007 0.9992 -1.0034 -1.87 5.671 0.606 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1148 1.0133 -1.0034 4.44 5.01 0.595 0 1 25 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1197 0.0181 0 8.07 4.879 0.441 0 1 30 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1186 0.0170 0 7.58 4.52 0.483 0 2 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1173 0.0158 0 7.02 6.372 0.612 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.377 0.366 0 1 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1051 0.0036 0 1.58 6.387 0.624 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1129 0.0114 0 5.06 6.362 0.65 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.264 0.438 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 6.386 0.597 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1195 0.0180 0 8.00 5.838 0.63 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1090 0.0075 0 3.32 6.235 0.595 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1080 0.0065 0 2.89 6.564 0.645 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1139 0.0123 0 5.50 6.337 0.602 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1173 0.0158 0 7.02 6.202 0.628 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1053 0.0038 0 1.69 4.257 0.317 0 1 23 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1036 0.0021 0 0.93 6.603 0.628 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1141 0.0126 0 5.61 6.324 0.588 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1039 0.0023 0 1.04 6.415 0.644 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 5.621 0.641 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.0975 -0.0040 0 -1.79 4.197 0.454 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1053 0.0038 0 1.69 6.296 0.586 0 1 26 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1127 0.0112 0 4.97 3.051 0.278 0.2 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1009 -0.0006 0 -0.27 3.372 0.505 0 1 20 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1117 0.0101 0 4.52 6.253 0.609 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1278 0.0263 0 11.70 5.526 0.613 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1109 0.0094 0 4.19 6.325 0.623 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1141 0.0126 0 5.61 5.531 0.583 0 1 25 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1109 0.0094 0 4.19 6.191 0.618 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1112 0.0097 0 4.30 5.976 0.57 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1034 0.0018 0 0.82 6.336 0.583 0 1 26 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.604 0.382 0 1 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1043 0.0028 0 1.26 5.331 0.618 0 1 26 38 2 0 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 4.579 0.477 0 1 28 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1144 0.0128 0 5.71 6.339 0.617 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1102 1.0087 -1.0034 2.37 5.843 0.577 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1122 0.0106 0 4.74 5.965 0.635 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1112 0.0097 0 4.30 6.399 0.62 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1073 0.0058 0 2.56 6.011 0.629 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1112 0.0097 0 4.30 6.697 0.627 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1148 0.0133 0 5.93 4.806 0.63 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1141 0.0126 0 5.61 6.336 0.602 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.485 0.363 0 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.377 0.368 0 3 24 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1191 0.0176 0 7.83 3.288 0.365 0 4 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2247.0854 1.9839 -2.0067 -10.14 5.56 0.523 0 1 25 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1109 0.0094 0 4.19 6.361 0.641 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1075 0.0060 0 2.67 6.203 0.609 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1136 0.0121 0 5.39 6.536 0.623 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.41 0.32 0.1 2 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1087 1.0072 -1.0034 1.72 5.425 0.538 0 1 24 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1056 0.0040 0 1.80 6.59 0.641 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1123 0.0108 0 4.81 3.61 0.313 0.1 16 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1119 0.0104 0 4.63 6.021 0.611 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1168 0.0153 0 6.80 6.628 0.594 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1119 0.0104 0 4.63 5.011 0.586 0 1 23 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.39 0.378 0 4 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1037 0.0022 0 0.98 4.335 0.412 0 4 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1085 0.0070 0 3.10 5.309 0.544 0 1 24 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 6.077 0.604 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1107 0.0092 0 4.08 6.356 0.637 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1124 0.0109 0 4.84 6.708 0.622 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1054 0.0038 0 1.71 4.288 0.43 0 1 29 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1102 0.0087 0 3.87 5.293 0.655 0 1 26 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.789 0.445 0 1 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1058 0.0043 0 1.91 6.373 0.619 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1063 0.0048 0 2.13 6.535 0.621 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1102 0.0087 0 3.87 6.286 0.639 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1178 0.0163 0 7.26 3.551 0.374 0.1 5 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1109 0.0094 0 4.19 6.365 0.631 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1104 0.0089 0 3.97 6.246 0.639 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1173 0.0158 0 7.02 6.464 0.593 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1065 0.0050 0 2.23 6.662 0.624 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1114 0.0099 0 4.41 6.124 0.579 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1100 0.0084 0 3.76 6.628 0.63 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1073 0.0058 0 2.56 6.38 0.632 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.7982 1.6966 -2.0067 -138.10 4.411 0.416 0 5 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1061 0.0045 0 2.02 4.539 0.542 0 1 25 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1127 0.0112 0 4.97 4.235 0.321 0 1 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1112 0.0097 0 4.32 4.1 0.508 0 1 28 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1151 0.0136 0 6.04 4.943 0.574 0 1 25 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1085 0.0070 0 3.10 4.564 0.342 0 1 24 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1087 0.0072 0 3.21 6.497 0.614 0 1 30 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 6.451 0.627 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1117 0.0101 0 4.52 6.55 0.586 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1094 0.0079 0 3.51 4.005 0.319 0 1 29 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1104 0.0089 0 3.97 6.476 0.636 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1146 0.0131 0 5.82 4.864 0.611 0 1 26 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1166 0.0150 0 6.69 6.303 0.623 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1090 0.0075 0 3.32 6.56 0.618 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1134 0.0119 0 5.28 5.949 0.626 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1126 0.0111 0 4.95 6.268 0.613 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1153 0.0138 0 6.15 6.211 0.596 0 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1139 0.0123 0 5.50 6.526 0.612 0 1 29 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2246.1054 1.0039 -1.0034 0.26 5.125 0.58 0 1 25 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1043 0.0028 0 1.26 4.23 0.301 0 1 25 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1129 0.0114 0 5.06 6.604 0.63 0 1 30 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1095 0.0079 0 3.54 5.096 0.614 0 1 27 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1182 0.0167 0 7.42 3.716 0.366 0 1 28 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1037 0.0022 0 0.98 3.009 0.289 0.2 9 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1154 0.0139 0 6.20 3.095 0.276 0.1 2 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1264 0.0249 0 11.09 3.234 0.286 0.1 17 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.021 0.308 0.1 1 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1149 0.0134 0 5.95 2.758 0.288 0.3 3 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1254 0.0239 0 10.66 2.44 0.353 0 1 18 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.658 0.29 0 6 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.138 0.281 0 3 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1231 0.0216 0 9.62 2.817 0.251 0.4 6 24 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.5082 0.4066 0 181.13 3.177 0.227 0.1 19 24 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.5082 0.4066 0 181.13 2.849 0.232 0.2 7 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1261 0.0245 0 10.93 2.993 0.272 0.2 143 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.032 0.289 0.1 46 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9986 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.0984 -0.0031 0 -1.39 2.945 0.169 0.4 3 27 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9983 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 2.82 0.278 0.6 78 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9982 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1204 0.0189 0 8.40 2.928 0.204 0.6 30 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9975 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2247.1054 2.0039 -2.0067 -1.24 2.428 0.266 0 1 16 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9975 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1112 0.0097 0 4.32 2.76 0.212 1 47 24 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9973 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1229 0.0214 0 9.54 2.87 0.2 0.3 47 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9965 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.0960 -0.0055 0 -2.45 2.867 0.2 0.4 83 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9959 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 2.72 0.245 0.2 52 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9953 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 3.126 0.183 0.2 14 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9946 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.0882 -0.0134 0 -5.95 2.619 0.206 0.6 101 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9944 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1165 0.0150 0 6.69 2.889 0.157 0.3 26 26 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9919 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 2.615 0.198 0.4 11 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9908 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1382 1.0366 -1.0034 14.83 2.843 0.207 0.4 68 24 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9875 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 2.885 0.146 0.2 6 24 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9803 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.1134 0.0119 0 5.30 2.759 0.136 1 107 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9769 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 2.624 0.144 1.3 7 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9594 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2245.0926 -0.0090 0 -4.00 2.576 0.112 1 92 23 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9453 R SGNVVTVGDTNVFTQEFLYR A 3 2245.1015 2246.1082 1.0066 -1.0034 1.47 2.495 0.143 2.4 32 25 76 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 E SVATPADESGDLSMSADASEK V 2 2066.8950 2066.8929 -0.0021 0 -1.02 3.48 0.519 0 1 19 40 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 D TALTTTEQTTLSK T 2 1393.7300 1393.7309 0.0009 0 0.65 3.378 0.485 0 1 20 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 D TALTTTEQTTLSK T 2 1393.7300 1393.7324 0.0024 0 1.70 3.474 0.455 0 1 20 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 D TALTTTEQTTLSK T 2 1393.7300 1393.7317 0.0016 0 1.18 3.531 0.448 0 1 20 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 D TALTTTEQTTLSK T 2 1393.7300 1393.7297 -0.0003 0 -0.23 3.443 0.417 0 1 20 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 D TNYQNVYATPTGDTELTEGVDR A 2 2443.1139 2443.1170 0.0031 0 1.28 5.822 0.427 0 1 26 42 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 D TNYQNVYATPTGDTELTEGVDR A 2 2443.1139 2443.1222 0.0082 0 3.37 5.949 0.61 0 1 27 42 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9938 V VIDVAHAGDIDR E 2 1279.6520 1279.8454 0.1934 0 151.15 2.48 0.317 0 1 15 22 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9781 V VIDVAHAGDIDR E 2 1279.6520 1279.9054 0.2534 0 198.04 2.393 0.279 0 2 13 22 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9152 V VIDVAHAGDIDR E 2 1279.6520 1280.2854 0.6334 -1.0034 -289.08 2.535 0.277 0 2 13 22 1 0 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 R VLLLNEPSQASPAGLGLF G 2 1824.9985 1824.9900 -0.0086 0 -4.69 3.374 0.449 0 2 17 34 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 R VLLLNEPSQASPAGLGLF G 2 1824.9985 1825.0003 0.0018 0 1.00 3.509 0.372 0 1 19 34 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2650 0.0071 0 3.14 5.571 0.61 0 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2250.2782 2.0202 -2.0067 6.03 3.844 0.459 0 1 29 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2654 1.0075 -1.0034 1.86 4.317 0.414 0 1 23 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2636 0.0056 0 2.51 4.907 0.602 0 1 38 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2628 0.0049 0 2.16 4.522 0.285 0 1 22 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2654 1.0075 -1.0034 1.86 3.589 0.531 0 1 20 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2613 0.0034 0 1.51 5.84 0.573 0 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2645 0.0066 0 2.92 4.543 0.327 0 1 23 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2250.2654 2.0075 -2.0067 0.37 4.688 0.515 0 1 25 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2617 0.0038 0 1.70 4.644 0.598 0 1 37 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2662 0.0083 0 3.69 4.14 0.254 0 1 21 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2654 1.0075 -1.0034 1.86 5.154 0.522 0 1 25 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2569 -0.0010 0 -0.44 5.187 0.548 0 1 25 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 4 2248.2579 2248.2619 0.0040 0 1.77 4.18 0.387 0 1 46 126 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2574 -0.0005 0 -0.22 4.42 0.283 0 1 24 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2249.2481 0.9902 -1.0034 -5.85 4.621 0.449 0 1 30 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2595 0.0016 0 0.72 4.984 0.461 0 1 38 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.1054 0.8475 -1.0034 -69.31 3.85 0.568 0 1 23 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2454 0.9875 -1.0034 -7.04 4.258 0.518 0 1 23 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2608 0.0029 0 1.30 5.437 0.62 0 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2594 0.0014 0 0.64 6.287 0.615 0 1 31 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2591 0.0012 0 0.54 6.175 0.626 0 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2625 0.0045 0 2.02 4.63 0.497 0 1 37 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2654 1.0075 -1.0034 1.86 4.865 0.54 0 1 24 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2654 1.0075 -1.0034 1.86 5.282 0.582 0 1 27 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2623 0.0044 0 1.95 5.542 0.604 0 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2650 0.0071 0 3.16 4.784 0.563 0 1 40 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2645 0.0066 0 2.92 5.643 0.607 0 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2854 1.0275 -1.0034 10.75 3.966 0.567 0 1 23 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2250.2254 1.9675 -2.0067 -17.43 4.482 0.499 0 1 23 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2625 0.0045 0 2.02 4.894 0.595 0 1 38 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2627 0.0047 0 2.10 4.855 0.533 0 1 40 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2665 0.0086 0 3.81 4.536 0.584 0 1 41 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2772 1.0193 -1.0034 7.08 5.22 0.511 0 1 27 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2610 0.0031 0 1.37 4.079 0.428 0 1 30 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2654 1.0075 -1.0034 1.86 4.712 0.498 0 1 25 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2616 0.0036 0 1.62 4.609 0.579 0 1 37 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2621 0.0041 0 1.84 4.241 0.279 0 1 22 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 4 2248.2579 2248.2597 0.0018 0 0.80 3.664 0.311 0 1 37 126 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2249.2654 1.0075 -1.0034 1.86 4.958 0.54 0 1 24 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R VLLLNEPSQASPAGLGLFGPIR S 4 2248.2579 2248.2592 0.0013 0 0.58 3.166 0.242 0.6 2 36 126 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2654 0.0075 0 3.35 2.711 0.206 0 1 17 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9988 R VLLLNEPSQASPAGLGLFGPIR S 4 2248.2579 2248.2612 0.0033 0 1.45 3.2 0.114 1 2 37 126 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9835 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2247.9054 -0.3525 0 -156.78 1.649 0.301 0.3 56 11 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9752 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2249.8282 1.5702 -2.0067 -194.13 2.552 0.128 0.9 2 25 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLAS Q 3 3532.8963 3532.9037 0.0074 0 2.09 6.821 0.56 0 1 45 136 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLAS Q 3 3532.8963 3532.9015 0.0052 0 1.47 6.592 0.629 0 1 46 136 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLAS Q 3 3548.8963 3550.8982 2.0018 -2.0067 -1.37 4.99 0.365 0 1 37 136 1 1 1 VLLLNEPSQASPAGLGLFGPIRSDSVTKPM[147]APLAS
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLASQY G 3 3824.0182 3826.0282 2.0099 -2.0067 0.85 6.001 0.559 0 1 44 144 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLASQYGL S 3 3994.1238 3994.1281 0.0042 0 1.06 7.786 0.647 0 1 48 152 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLASQYGL S 3 4010.1238 4010.1205 -0.0033 0 -0.83 7.021 0.642 0 1 49 152 1 1 1 VLLLNEPSQASPAGLGLFGPIRSDSVTKPM[147]APLASQYGL
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLASQYGL S 3 3994.1238 3994.1237 -0.0001 0 -0.04 7.968 0.65 0 1 52 152 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLASQYGL S 3 4010.1238 4011.1282 1.0043 -1.0034 0.25 6.472 0.647 0 1 50 152 1 1 1 VLLLNEPSQASPAGLGLFGPIRSDSVTKPM[147]APLASQYGL
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9980 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLASQYGL S 3 3994.1238 3994.1262 0.0024 0 0.61 4.692 0.291 0 1 34 152 1 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9752 R VLLLNEPSQASPAGLGLFGPIRSDSVTKPMAPLASQYGL S 4 4010.1238 4010.1428 0.0189 0 4.72 3.474 0.185 1.1 1 43 228 1 1 1 VLLLNEPSQASPAGLGLFGPIRSDSVTKPM[147]APLASQYGL
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9916 K VVVIDVAHAGDID R 2 1321.6878 1321.6939 0.0061 0 4.63 2.458 0.312 0 1 16 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9905 K VVVIDVAHAGDID R 2 1321.6878 1321.6859 -0.0019 0 -1.47 2.318 0.328 0.1 1 18 24 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7923 0.0034 0 2.31 4.292 0.57 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.8054 0.0165 0 11.18 4.121 0.512 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7901 0.0012 0 0.82 4.241 0.551 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7909 0.0019 0 1.31 4.462 0.555 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7906 0.0017 0 1.15 3.695 0.379 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7906 0.0017 0 1.15 3.961 0.421 0 1 21 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7882 -0.0008 0 -0.51 2.571 0.321 0.1 1 22 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7894 0.0005 0 0.32 3.959 0.444 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7912 0.0023 0 1.56 4.332 0.573 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7897 0.0008 0 0.54 2.335 0.321 0 1 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7917 0.0028 0 1.89 4.212 0.551 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7967 0.0078 0 5.28 3.737 0.477 0 1 18 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7911 0.0022 0 1.48 4.044 0.51 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1478.7254 0.9365 -1.0034 -45.22 3.933 0.36 0 1 19 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7889 0.0000 0 -0.02 2.387 0.34 0 1 24 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7920 0.0030 0 2.06 4.26 0.57 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7916 0.0027 0 1.81 4.318 0.574 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7922 0.0033 0 2.22 4.273 0.565 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7889 0.0000 0 -0.01 4.012 0.426 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.8654 0.0765 0 51.78 2.864 0.336 0 1 17 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7885 -0.0004 0 -0.25 4.23 0.575 0 1 21 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7945 0.0056 0 3.79 4.051 0.559 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7894 0.0005 0 0.32 4.286 0.559 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7916 0.0027 0 1.81 4.66 0.582 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7886 -0.0003 0 -0.20 2.224 0.334 0.1 1 27 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7912 0.0023 0 1.56 4.058 0.567 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7934 0.0045 0 3.05 4.146 0.535 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7892 0.0002 0 0.16 3.834 0.519 0 1 20 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7888 -0.0001 0 -0.09 4.249 0.568 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7907 0.0018 0 1.23 4.213 0.563 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7932 0.0043 0 2.88 4.176 0.579 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7902 0.0013 0 0.85 2.174 0.362 0 1 24 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7905 0.0015 0 1.04 2.526 0.332 0.1 1 25 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7854 -0.0035 0 -2.35 3.968 0.572 0 1 22 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7879 -0.0010 0 -0.70 2.437 0.278 0 1 22 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7901 0.0012 0 0.79 2.049 0.314 0.1 1 21 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7834 -0.0055 0 -3.73 2.363 0.274 0 1 27 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7920 0.0031 0 2.09 1.919 0.35 0.1 1 28 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7905 0.0016 0 1.10 2.151 0.31 0.1 1 28 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7782 -0.0108 0 -7.28 2.433 0.377 0.1 452 12 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7917 0.0028 0 1.90 2.116 0.317 0.1 1 18 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7913 0.0024 0 1.59 2.119 0.323 0.1 1 29 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7892 0.0003 0 0.17 2.156 0.285 0 1 25 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7914 0.0024 0 1.66 1.907 0.304 0.1 1 30 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7917 0.0028 0 1.90 3.107 0.218 0.1 4 26 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7888 -0.0001 0 -0.08 2.016 0.294 0.1 1 22 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7884 -0.0006 0 -0.39 2.112 0.269 0.1 1 25 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7931 0.0042 0 2.83 1.85 0.308 0.1 1 30 52 2 0 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7883 -0.0007 0 -0.45 2.203 0.266 0.2 1 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7885 -0.0004 0 -0.26 2.159 0.255 0.1 1 25 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7909 0.0020 0 1.35 1.871 0.29 0.1 1 22 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7896 0.0007 0 0.48 2.138 0.261 0.1 1 31 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7839 -0.0051 0 -3.42 2.22 0.24 0.1 1 25 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7910 0.0021 0 1.41 1.982 0.265 0.1 1 26 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7897 0.0008 0 0.54 2.196 0.238 0.1 1 27 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7919 0.0030 0 2.03 2.306 0.22 0.1 1 26 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9993 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7885 -0.0004 0 -0.26 2.007 0.253 0.1 1 26 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7889 0.0000 0 -0.02 2.189 0.226 0.2 1 20 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9990 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7862 -0.0028 0 -1.87 2.482 0.181 0.1 1 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9990 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7884 -0.0005 0 -0.33 2.073 0.229 0.1 1 20 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9990 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7915 0.0025 0 1.72 2.043 0.231 0.5 1 22 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9989 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7907 0.0018 0 1.22 2.537 0.204 0.1 5 15 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9989 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7908 0.0019 0 1.29 1.992 0.236 0.1 1 26 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9988 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7898 0.0009 0 0.60 2.151 0.244 0.2 6 16 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9988 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7882 -0.0008 0 -0.51 2.045 0.226 0.1 1 21 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9986 K VVVIDVAHAGDIDR E 3 1477.7889 1477.2082 -0.5808 1 283.70 2.346 0.365 0 1 29 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9985 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7910 0.0021 0 1.41 2.134 0.218 0.1 2 20 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9981 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7856 -0.0033 0 -2.25 2.068 0.217 0.1 2 21 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9980 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7919 0.0030 0 2.03 1.937 0.217 0.1 1 27 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9980 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7894 0.0005 0 0.36 1.675 0.255 0.2 1 28 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9980 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7840 -0.0049 0 -3.30 1.969 0.227 0.5 2 21 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9979 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7782 -0.0108 0 -7.28 2.268 0.175 0.1 1 19 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9979 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7907 0.0018 0 1.22 2.053 0.201 0.1 1 26 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9978 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7869 -0.0020 0 -1.38 1.902 0.218 0.3 1 21 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9971 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7923 0.0034 0 2.28 1.891 0.221 0.2 2 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9970 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7877 -0.0012 0 -0.82 1.75 0.227 0.5 1 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9970 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7894 0.0005 0 0.36 2.147 0.175 0.1 1 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9966 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7932 0.0043 0 2.90 1.94 0.196 0.4 1 20 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9966 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7910 0.0021 0 1.41 2.028 0.184 0.2 1 21 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9963 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7894 0.0005 0 0.36 1.905 0.197 0.1 1 25 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9963 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7867 -0.0022 0 -1.50 1.898 0.198 0.1 1 25 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9947 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7912 0.0023 0 1.53 1.848 0.189 0.1 1 27 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9941 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7912 0.0023 0 1.53 1.799 0.191 0.4 1 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9936 K VVVIDVAHAGDIDR E 3 1477.7889 1476.7882 -1.0008 1 -0.51 2.471 0.297 0 1 22 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9932 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7896 0.0007 0 0.48 1.802 0.185 0.3 1 24 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9932 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7782 -0.0108 0 -7.28 2.168 0.163 0.3 4 19 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9928 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7905 0.0016 0 1.10 1.737 0.237 1.8 12 16 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9903 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7894 0.0004 0 0.29 2.203 0.138 0.2 3 19 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9894 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7883 -0.0007 0 -0.45 1.758 0.171 1.4 1 16 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9876 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7924 0.0035 0 2.34 1.978 0.134 0.3 1 19 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9865 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7894 0.0005 0 0.36 1.964 0.132 0.1 1 26 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9855 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7873 -0.0017 0 -1.13 2.055 0.117 0.1 1 21 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9840 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7909 0.0020 0 1.35 1.502 0.192 0.5 1 29 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9826 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7881 -0.0008 0 -0.57 2.023 0.187 0.6 58 17 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9820 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7903 0.0014 0 0.91 1.745 0.161 0.2 2 22 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9809 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7885 -0.0004 0 -0.26 1.975 0.114 0.2 1 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9796 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7873 -0.0017 0 -1.13 1.702 0.178 0.3 5 19 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9785 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7850 -0.0040 0 -2.68 1.756 0.138 1.1 1 18 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9782 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7862 -0.0027 0 -1.81 1.825 0.198 0.9 46 16 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9769 K VVVIDVAHAGDIDR E 3 1477.7889 1478.7982 1.0092 -1.0034 3.99 2.328 0.196 0.2 73 14 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9675 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7859 -0.0030 0 -2.06 1.75 0.118 0.2 1 23 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9669 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7934 0.0045 0 3.02 1.899 0.109 0.7 2 22 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9667 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7892 0.0003 0 0.17 1.755 0.116 0.6 1 20 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9632 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7901 0.0012 0 0.79 1.866 0.095 1.2 1 27 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9521 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7941 0.0052 0 3.52 1.338 0.165 1.7 1 29 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9521 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7889 0.0000 0 -0.02 2.143 0.115 0.7 44 16 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9510 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7816 -0.0073 0 -4.97 1.616 0.136 1.7 3 20 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9390 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7877 -0.0012 0 -0.82 1.834 0.124 0.3 18 16 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9377 K VVVIDVAHAGDIDR E 3 1477.7889 1478.7982 1.0092 -1.0034 3.99 1.907 0.193 0.6 51 15 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9360 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7887 -0.0002 0 -0.14 1.792 0.094 0.9 3 20 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9271 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7896 0.0007 0 0.48 1.776 0.068 0.2 1 24 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9137 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7782 -0.0108 0 -7.28 1.784 0.115 2.5 25 16 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9135 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7862 -0.0027 0 -1.81 1.639 0.127 0.8 15 18 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9029 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7782 -0.0108 0 -7.28 1.523 0.141 4.3 18 16 52 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.138 0.37 0 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7753 -0.0030 0 -0.90 4.346 0.391 0 1 45 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7941 0.0158 0 4.75 3.908 0.367 0.1 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7993 0.0209 0 6.29 4.231 0.382 0.1 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7897 0.0114 0 3.43 4.197 0.338 0 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7875 0.0092 0 2.77 4.122 0.33 0 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7878 0.0095 0 2.84 4.27 0.289 0 1 44 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7868 0.0085 0 2.55 4.47 0.361 0 1 48 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7871 0.0087 0 2.62 3.814 0.315 0.1 3 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7827 0.0044 0 1.32 8.668 0.576 0 1 54 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7785 0.0002 0 0.06 3.899 0.341 0.1 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3330.7900 0.0117 0 3.52 4.802 0.359 0 1 58 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7998 0.0214 0 6.43 3.66 0.275 0.1 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7885 0.0102 0 3.06 4.857 0.419 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7824 0.0040 0 1.21 5.504 0.321 0 1 34 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3332.7982 2.0198 -2.0067 3.95 6.649 0.423 0 1 47 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7868 0.0084 0 2.53 4.885 0.235 0 1 37 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.816 0.423 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7841 0.0058 0 1.74 3.625 0.344 0.1 1 43 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.38 0.409 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.53 0.303 0.3 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.998 0.342 0 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7751 0.9968 -1.0034 -1.98 4.75 0.377 0 1 43 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7817 0.0034 0 1.01 3.489 0.389 0 5 33 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7853 0.0070 0 2.09 8.897 0.567 0 1 48 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3332.7682 1.9898 -2.0067 -5.06 8.482 0.539 0 1 51 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.805 0.404 0 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3331.6282 0.8498 -1.0034 -46.09 7.337 0.565 0 1 43 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7761 -0.0023 0 -0.68 4.009 0.379 0.1 1 43 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7932 0.0148 0 4.45 3.138 0.272 0.4 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7907 0.0124 0 3.72 3.588 0.309 0.2 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7963 0.0180 0 5.41 4.34 0.395 0 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.926 0.329 0 1 44 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7844 0.0060 0 1.82 3.429 0.264 0.4 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7875 0.0092 0 2.77 3.724 0.314 0.1 2 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7819 0.0036 0 1.08 3.703 0.298 0.1 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.689 0.388 0.1 2 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.208 0.425 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7912 0.0128 0 3.85 7.896 0.547 0 1 49 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.896 0.364 0 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7897 0.0114 0 3.41 8.367 0.5 0 1 50 124 2 1 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7915 0.0131 0 3.94 4.108 0.386 0 1 45 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7827 0.0043 0 1.30 4.24 0.321 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.8109 2.0326 -2.0067 7.77 3.994 0.35 0 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7897 0.0114 0 3.43 4.069 0.324 0.1 2 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7819 0.0036 0 1.08 4.17 0.383 0 1 44 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7934 0.0151 0 4.53 4.023 0.249 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7851 0.0068 0 2.04 3.7 0.282 0.1 1 46 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7864 0.0081 0 2.42 8.508 0.545 0 1 50 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7834 0.0051 0 1.52 4.602 0.446 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.556 0.321 0.1 1 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.488 0.394 0 3 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3330.7800 0.0016 0 0.49 4.354 0.401 0 1 59 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7838 0.0055 0 1.65 9.441 0.539 0 1 52 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7871 0.0087 0 2.62 4.011 0.395 0 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.898 0.298 0.1 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.359 0.469 0 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7824 0.0041 0 1.23 4.017 0.388 0 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.783 0.379 0 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.196 0.366 0 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7905 0.0122 0 3.65 4.262 0.316 0 1 43 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.874 0.311 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7895 0.0112 0 3.35 4.06 0.35 0 1 43 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3331.7748 0.9965 -1.0034 -2.06 8.284 0.482 0 1 48 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7885 0.0102 0 3.06 3.906 0.329 0 1 48 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.948 0.329 0.2 2 43 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3331.7693 0.9910 -1.0034 -3.71 6.647 0.404 0 1 45 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7797 0.0014 0 0.42 4.188 0.396 0 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7866 0.0082 0 2.48 3.584 0.266 0.1 1 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7860 0.0077 0 2.31 8.637 0.557 0 1 51 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.359 0.455 0 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3330.7842 0.0059 0 1.76 9.193 0.549 0 1 53 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3332.7982 2.0198 -2.0067 3.95 6.854 0.401 0 1 46 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3330.7824 0.0041 0 1.23 4.146 0.357 0 1 57 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3331.7681 0.9898 -1.0034 -4.07 3.844 0.329 0.1 1 55 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.931 0.328 0.1 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7785 0.0002 0 0.06 3.931 0.335 0 1 43 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.475 0.339 0.1 3 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7805 0.0021 0 0.64 4.195 0.295 0 1 45 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7802 0.0019 0 0.57 4.137 0.325 0 4 35 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7817 0.0034 0 1.01 3.616 0.263 0.1 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7958 0.0175 0 5.26 3.723 0.353 0.1 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.969 0.314 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7775 0.9992 -1.0034 -1.24 4.028 0.377 0.1 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.8063 0.0280 0 8.41 3.944 0.256 0 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7790 0.0007 0 0.20 4.369 0.296 0 2 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.012 0.367 0 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 3 3330.7783 3332.7682 1.9898 -2.0067 -5.06 8.535 0.517 0 1 51 124 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7724 -0.0059 0 -1.78 3.807 0.281 0.2 1 43 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7839 0.0056 0 1.67 3.736 0.341 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7795 1.0012 -1.0034 -0.66 3.794 0.361 0.1 2 44 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7919 0.0136 0 4.09 3.639 0.284 0.3 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.257 0.33 0.2 1 46 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7912 0.0129 0 3.87 3.713 0.318 0.1 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.527 0.293 0.2 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7849 0.0065 0 1.96 4.452 0.397 0 1 44 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7917 0.0134 0 4.01 4.944 0.379 0 1 47 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7895 0.0112 0 3.35 3.82 0.325 0 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.8041 0.0258 0 7.75 4 0.312 0 1 45 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7878 0.0095 0 2.84 4.279 0.312 0.1 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7709 -0.0074 0 -2.22 4.408 0.38 0 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7944 0.0161 0 4.82 4.37 0.414 0 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7863 0.0080 0 2.40 3.55 0.302 0.2 1 44 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7819 0.0036 0 1.08 3.298 0.23 0.4 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.752 0.282 0.2 2 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7934 0.0151 0 4.53 3.902 0.261 0.1 2 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 4.157 0.261 0 1 48 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7956 0.0173 0 5.19 3.893 0.202 0 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7851 0.0068 0 2.04 3.689 0.232 0.2 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7866 0.0082 0 2.48 4.027 0.242 0 1 44 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.36 0.276 0.1 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7805 1.0021 -1.0034 -0.36 3.474 0.294 0.2 2 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7844 0.0060 0 1.82 3.008 0.222 0.4 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7705 0.9921 -1.0034 -3.37 4.576 0.26 0 1 45 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7971 0.0187 0 5.63 3.139 0.247 0.3 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7841 0.0058 0 1.74 4.38 0.264 0 4 35 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.703 0.246 0.3 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3332.7636 1.9853 -2.0067 -6.43 3.086 0.29 0.3 1 56 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7897 0.0114 0 3.43 3.08 0.243 1.4 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7790 0.0007 0 0.20 4.117 0.325 0.1 13 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7802 0.0019 0 0.57 3.493 0.229 0.6 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.821 0.246 0 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7749 -0.0035 0 -1.04 3.561 0.238 0.3 2 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7773 -0.0010 0 -0.31 3.2 0.239 0.8 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7919 0.0136 0 4.09 4.356 0.264 0 2 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.8109 2.0326 -2.0067 7.77 3.66 0.286 0.1 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7946 0.0163 0 4.89 3.486 0.276 0.5 3 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.813 0.254 0 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7802 0.0019 0 0.57 3.578 0.218 0.3 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7849 0.0065 0 1.96 3.67 0.321 0.1 12 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7912 0.0129 0 3.87 3.557 0.251 0.3 2 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7871 0.0087 0 2.62 4.49 0.233 0 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7880 0.0097 0 2.91 4.672 0.206 0 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.584 0.274 0.2 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.9 0.25 0.1 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.487 0.248 0 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3330.7855 0.0071 0 2.14 4.13 0.226 0 1 55 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.316 0.239 0.1 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.277 0.247 0.2 1 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.584 0.226 0.1 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9998 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.684 0.243 0.1 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7839 0.0056 0 1.67 3.938 0.286 0 20 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7824 0.0041 0 1.23 3.116 0.184 0.4 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7853 0.0070 0 2.11 3.821 0.206 0.1 3 35 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9997 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3330.7787 0.0004 0 0.13 2.842 0.178 0.6 1 62 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7658 -0.0125 0 -3.76 3.606 0.265 0.2 16 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7841 0.0058 0 1.74 3.683 0.229 0 6 35 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7863 0.0080 0 2.40 3.428 0.22 1.5 5 35 186 2 1 1



Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7817 0.0034 0 1.01 3.365 0.167 0.5 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7819 2.0036 -2.0067 -0.93 3.622 0.2 0.1 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7949 0.0165 0 4.97 3.252 0.162 0.5 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7885 0.0102 0 3.06 3.317 0.164 0.2 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.251 0.272 0.2 6 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7788 0.0004 0 0.13 3.656 0.253 0.1 11 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7871 0.0087 0 2.62 3.443 0.152 0.3 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3331.7742 0.9959 -1.0034 -2.24 3.758 0.196 0 1 57 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.795 0.309 0.2 23 31 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7795 0.0012 0 0.35 3.046 0.183 0.7 2 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7629 -0.0154 0 -4.63 3.091 0.154 0.4 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9995 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.867 0.234 0 2 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9994 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7853 0.0070 0 2.11 3.403 0.144 0.2 1 42 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9993 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.719 0.194 0.3 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7814 0.0031 0 0.94 2.806 0.139 1.1 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9992 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7873 0.0090 0 2.70 3.655 0.133 0.4 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9990 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3331.7700 0.9916 -1.0034 -3.52 3.373 0.231 0.8 3 51 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9990 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.147 0.237 0.4 6 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9989 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.086 0.165 0.7 1 45 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9989 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7871 1.0087 -1.0034 1.62 3.531 0.174 0.5 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9989 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7890 0.0107 0 3.21 3.233 0.124 0.9 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9988 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7836 0.0053 0 1.60 3.149 0.119 1.3 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9987 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.455 0.193 1 2 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9987 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3330.7739 -0.0045 0 -1.34 3.832 0.072 0.1 1 55 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9987 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.501 0.155 0.2 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9986 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7976 0.0192 0 5.77 3.296 0.113 0.4 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9983 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7849 0.0065 0 1.96 3.344 0.197 0.3 12 35 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9983 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7839 0.0056 0 1.67 3.355 0.102 0.9 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9983 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.8109 2.0326 -2.0067 7.77 3.325 0.198 0.1 4 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9982 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7758 -0.0025 0 -0.75 3.342 0.175 0.4 7 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9980 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7839 0.0056 0 1.67 3.131 0.099 2.2 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9980 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7922 0.0139 0 4.16 3.594 0.121 0.2 2 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9979 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7910 0.0126 0 3.79 2.983 0.195 1.7 13 33 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9979 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7883 1.0100 -1.0034 1.98 3.283 0.191 0.3 3 35 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9979 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3330.7842 0.0059 0 1.77 1.939 0.172 3.3 3 52 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9979 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7897 0.0114 0 3.43 2.809 0.1 2.2 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9978 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7810 0.0026 0 0.79 3.172 0.147 1.9 4 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9977 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7951 0.0168 0 5.04 3.5 0.089 0.3 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9972 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7880 0.0097 0 2.91 3.689 0.105 0.1 2 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9967 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.222 0.187 0.5 6 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9967 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7956 0.0173 0 5.19 3.429 0.075 0.2 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9962 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7917 0.0134 0 4.01 2.969 0.074 2.3 1 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9959 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7893 0.0109 0 3.28 3.489 0.183 0.3 22 31 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9957 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7932 0.0148 0 4.45 3.548 0.063 0.4 1 41 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9945 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.054 0.099 0.4 1 44 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9925 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.206 0.124 1.1 2 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9910 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 3.428 0.075 0.2 1 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9889 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 2.426 0.091 6.2 1 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9862 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7897 0.0114 0 3.43 3.063 0.018 1.9 1 36 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9849 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7785 0.0002 0 0.06 2.589 0.123 3.3 15 32 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9846 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7851 1.0068 -1.0034 1.03 2.913 0.139 2.1 6 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9835 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7893 1.0109 -1.0034 2.28 3.089 0.066 1.5 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9775 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.064 0.053 0.6 1 39 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9772 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.8015 0.0231 0 6.95 2.658 0.151 1.1 52 32 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9768 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 2.64 0.07 1.7 2 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9757 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3332.7709 1.9926 -2.0067 -4.24 2.671 0.083 2.1 3 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9756 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.112 0.049 1.9 1 45 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9743 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 2.601 0.053 3.1 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9641 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7883 0.0100 0 2.99 2.791 0.02 5.3 3 35 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9587 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.492 0.096 0.4 7 37 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9542 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3332.7636 1.9853 -2.0067 -6.43 3.717 0.138 0.5 38 48 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9481 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7807 1.0024 -1.0034 -0.29 2.898 0.06 2.1 3 38 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9481 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7790 0.0007 0 0.20 2.527 0.055 6 11 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9465 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7924 0.0141 0 4.23 3.084 0.073 1.8 22 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9389 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7807 0.0024 0 0.72 2.967 0.024 0.6 7 32 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9377 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7915 0.0131 0 3.94 2.721 0.026 2.2 7 34 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9354 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7709 0.9926 -1.0034 -3.24 3.17 0.005 1.1 1 40 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9249 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3330.7749 -0.0035 0 -1.04 2.503 0.069 9 26 33 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9113 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 5 3330.7783 3332.7636 1.9853 -2.0067 -6.43 3.106 0.112 2.3 34 47 248 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9023 K VVVIDVAHAGDIDREALTPLVSTLTENGATVR Y 4 3330.7783 3331.7770 0.9987 -1.0034 -1.39 3.313 0.109 3 27 33 186 2 1 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N VYATPTGDTELTEGVDR A 2 1822.8585 1822.8601 0.0016 0 0.85 5.311 0.533 0 1 26 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N VYATPTGDTELTEGVDR A 2 1822.8585 1822.8640 0.0055 0 3.00 4.644 0.584 0 1 24 32 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 N YQNVYATPTGDTELTEGVDR A 2 2228.0233 2228.0228 -0.0005 0 -0.23 5.564 0.546 0 1 25 38 1 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1872.8523 0.0032 0 1.73 6.298 0.591 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1873.8352 0.9862 -1.0034 -9.18 4.312 0.386 0 1 27 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1873.8374 0.9884 -1.0034 -8.01 4.729 0.511 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1872.8454 -0.0036 0 -1.91 4.697 0.662 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1873.8454 0.9964 -1.0034 -3.70 5.696 0.629 0 1 24 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1873.8454 0.9964 -1.0034 -3.70 5.209 0.563 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1874.8454 1.9964 -2.0067 -5.49 3.8 0.432 0 1 18 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1872.8502 0.0012 0 0.62 4.538 0.381 0 1 24 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 3 1872.8490 1872.8501 0.0011 0 0.58 4.335 0.485 0 1 32 68 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1873.8343 0.9853 -1.0034 -9.64 4.322 0.277 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1873.8380 0.9890 -1.0034 -7.68 4.655 0.45 0 1 26 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGR V 2 1872.8490 1872.8510 0.0020 0 1.08 6.169 0.626 0 1 27 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9999 R YTESELNGLSAFSDAGGR V 2 1872.8490 1872.8528 0.0037 0 1.99 3.409 0.195 0.2 1 16 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9996 R YTESELNGLSAFSDAGGR V 2 1872.8490 1873.8363 0.9873 -1.0034 -8.59 3.772 0.193 0 1 19 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9993 R YTESELNGLSAFSDAGGR V 2 1872.8490 1872.8507 0.0017 0 0.89 3.381 0.102 0.2 1 16 34 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 0.9970 R YTESELNGLSAFSDAGGR V 3 1872.8490 1872.8496 0.0005 0 0.29 2.633 0.179 0.6 9 21 68 2 0 1
Q5UY43_HALMA 1 Hypothetical protein rrnAC3098 rrnAC3098 357 70.3 47 1272 1 R YTESELNGLSAFSDAGGRVLLLNEPSQASPAGLGLFGPIR S 3 4103.0964 4104.0982 1.0017 -1.0034 -0.39 7.934 0.697 0 1 53 156 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9970 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.252 0.186 0.2 256 12 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1049.5328 1049.5355 0.0027 0 2.55 2.946 0.261 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1049.5328 1049.5254 -0.0074 0 -7.03 3.021 0.254 0.1 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1049.5328 1049.5346 0.0018 0 1.73 3.494 0.242 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1065.5328 1065.5254 -0.0074 0 -6.92 2.744 0.349 0 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1065.5328 1065.5279 -0.0049 0 -4.59 3.354 0.195 0.1 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1049.5328 1049.5342 0.0013 0 1.27 3.328 0.203 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1049.5328 1049.5254 -0.0074 0 -7.03 3.224 0.295 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1049.5328 1049.5254 -0.0074 0 -7.03 2.682 0.306 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1065.5328 1065.5298 -0.0031 0 -2.88 3.186 0.247 0.1 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1065.5328 1065.5294 -0.0034 0 -3.22 3.524 0.311 0 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1049.5328 1049.5254 -0.0074 0 -7.03 3.048 0.233 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AFVGAVMAER G 2 1065.5328 1065.5291 -0.0037 0 -3.45 3.505 0.312 0 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1065.5328 1065.5298 -0.0031 0 -2.88 2.326 0.324 0.2 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5254 -0.0074 0 -7.03 2.793 0.24 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5359 0.0030 0 2.90 2.892 0.228 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5351 0.0023 0 2.20 2.822 0.245 0 1 16 18 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5331 0.0002 0 0.22 2.708 0.228 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5345 0.0017 0 1.62 2.931 0.241 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5321 -0.0007 0 -0.71 2.872 0.2 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5344 0.0016 0 1.50 2.789 0.242 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1065.5328 1065.5254 -0.0074 0 -6.92 2.38 0.311 0.2 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5354 0.0026 0 2.43 3.119 0.183 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5329 0.0001 0 0.10 2.691 0.246 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5254 -0.0074 0 -7.03 2.752 0.243 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5344 0.0016 0 1.50 3.339 0.191 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5328 0.0000 0 -0.01 2.712 0.234 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AFVGAVMAER G 2 1049.5328 1049.5346 0.0018 0 1.73 2.936 0.196 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AFVGAVMAER G 2 1049.5328 1049.5338 0.0010 0 0.92 2.838 0.193 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AFVGAVMAER G 2 1049.5328 1049.5254 -0.0074 0 -7.03 2.68 0.215 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AFVGAVMAER G 2 1049.5328 1049.5454 0.0126 0 12.03 2.663 0.222 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AFVGAVMAER G 2 1049.5328 1049.5338 0.0010 0 0.92 2.836 0.184 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AFVGAVMAER G 2 1049.5328 1049.5345 0.0017 0 1.62 2.86 0.188 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AFVGAVMAER G 2 1049.5328 1049.5333 0.0005 0 0.45 2.842 0.194 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AFVGAVMAER G 2 1065.5328 1065.5288 -0.0040 0 -3.79 2.584 0.204 0.1 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AFVGAVMAER G 2 1049.5328 1049.5351 0.0023 0 2.20 2.651 0.198 0 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AFVGAVMAER G 2 1049.5328 1049.5328 0.0000 0 -0.01 2.663 0.183 0.1 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AFVGAVMAER G 2 1049.5328 1049.5331 0.0002 0 0.22 2.857 0.165 0 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AFVGAVMAER G 2 1049.5328 1050.5254 0.9926 -1.0034 -10.22 2.776 0.266 0 1 15 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9993 R AFVGAVMAER G 1 1049.5328 1049.5346 0.0018 0 1.69 2.449 0.222 0.9 1 14 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9993 R AFVGAVMAER G 1 1049.5328 1049.5342 0.0014 0 1.34 2.372 0.255 0.3 1 13 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9992 R AFVGAVMAER G 1 1049.5328 1049.5353 0.0025 0 2.38 2.396 0.193 0.5 1 13 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9992 R AFVGAVMAER G 1 1049.5328 1049.5337 0.0009 0 0.87 2.538 0.257 0.2 2 12 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9988 R AFVGAVMAER G 2 1065.5328 1065.5299 -0.0029 0 -2.76 2.436 0.147 0.1 1 15 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9986 R AFVGAVMAER G 2 1065.5328 1067.5254 1.9926 -2.0067 -13.21 2.725 0.207 0.2 1 17 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9983 R AFVGAVMAER G 2 1049.5328 1050.5454 1.0126 -1.0034 8.84 2.493 0.218 0.2 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9983 R AFVGAVMAER G 2 1065.5328 1065.5254 -0.0074 0 -6.92 2.428 0.13 0.5 1 15 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9982 R AFVGAVMAER G 2 1049.5328 1049.5324 -0.0004 0 -0.36 2.082 0.193 0.1 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9981 R AFVGAVMAER G 2 1065.5328 1065.5254 -0.0074 0 -6.92 1.886 0.231 0.9 1 15 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9952 R AFVGAVMAER G 2 1049.5328 1050.5454 1.0126 -1.0034 8.84 2.466 0.166 0.1 1 15 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9948 R AFVGAVMAER G 2 1049.5328 1050.6654 1.1326 -1.0034 123.17 2.4 0.173 0.1 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9943 R AFVGAVMAER G 2 1049.5328 1050.5454 1.0126 -1.0034 8.84 2.466 0.157 0.1 1 14 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9937 R AFVGAVMAER G 2 1049.5328 1050.6254 1.0926 -1.0034 85.06 2.499 0.146 0.1 1 15 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9910 R AFVGAVMAER G 2 1049.5328 1049.5327 -0.0001 0 -0.13 2.236 0.072 0.9 1 16 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9825 R AFVGAVMAER G 2 1049.5328 1050.4654 0.9326 -1.0034 -67.39 2.033 0.176 0.1 1 13 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9816 R AFVGAVMAER G 2 1049.5328 1049.1854 -0.3474 0 -330.98 1.565 0.182 0.8 1 17 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9816 R AFVGAVMAER G 2 1065.5328 1066.6054 1.0726 -1.0034 65.01 2.043 0.171 0.5 1 16 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9744 R AFVGAVMAER G 2 1065.5328 1066.6054 1.0726 -1.0034 65.01 2.256 0.11 0.2 1 16 18 2 0 1 AFVGAVM[147]AER
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9323 R AFVGAVMAER G 2 1049.5328 1050.6254 1.0926 -1.0034 85.06 1.965 0.111 0.3 1 14 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9161 R AFVGAVMAER G 2 1049.5328 1050.8054 1.2726 -1.0034 256.57 1.986 0.153 0.4 9 12 18 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9995 R AFVGAVMAERGDR L 2 1377.6823 1377.6819 -0.0005 0 -0.34 2.847 0.293 0.1 1 19 24 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9968 R AFVGAVMAERGDR L 2 1377.6823 1377.6816 -0.0007 0 -0.51 2.607 0.226 0.1 1 17 24 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9719 R AFVGAVMAERGDR L 3 1377.6823 1377.6840 0.0017 0 1.25 2.103 0.155 0.5 2 26 48 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9351 T AVPSDRIYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3772.9635 3774.9709 2.0074 -2.0067 0.18 3.622 0.245 0.2 5 43 228 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9482 1.0293 -1.0034 6.47 6.757 0.594 0 1 43 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.52 0.556 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9313 0.0125 0 3.12 3.558 0.266 0.4 1 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.802 0.576 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.239 0.55 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.937 0.578 0 1 54 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9235 0.0047 0 1.16 6.788 0.546 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.152 0.525 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 5.166 0.327 0 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9304 0.0115 0 2.87 3.95 0.295 0.1 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.772 0.531 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.771 0.286 0 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.823 0.575 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9267 0.0079 0 1.96 4.709 0.269 0 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.597 0.588 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.429 0.574 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.77 0.592 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9277 0.0089 0 2.21 4.218 0.262 0.1 1 51 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.929 0.575 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9082 1.9893 -2.0067 -4.32 6.98 0.589 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9328 0.0140 0 3.48 3.893 0.253 0.2 1 56 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.63 0.539 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.533 0.578 0 1 44 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.09 0.513 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.776 0.542 0 1 44 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.949 0.282 0.1 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.239 0.572 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.064 0.577 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.528 0.629 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.677 0.555 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9198 0.0010 0 0.25 7.5 0.606 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.696 0.564 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9221 1.0033 -1.0034 -0.01 6.959 0.525 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.007 0.587 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.96 0.555 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.267 0.556 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.514 0.555 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.571 0.269 0.1 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.774 0.568 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.054 0.576 0 1 43 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.604 0.576 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9269 0.0081 0 2.02 3.565 0.27 0.1 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9384 0.0196 0 4.88 3.983 0.338 0.1 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.466 0.536 0 1 44 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.009 0.502 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.686 0.576 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.863 0.517 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.213 0.567 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.945 0.527 0 1 53 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.869 0.507 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9230 0.0042 0 1.05 3.581 0.252 0.2 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 7.049 0.587 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9315 0.0127 0 3.17 6.985 0.614 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.609 0.62 0 1 41 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.255 0.574 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.392 0.464 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.085 0.584 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.146 0.586 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9238 0.0050 0 1.23 3.982 0.284 0.1 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.664 0.549 0 1 56 156 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.892 0.55 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.107 0.576 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.975 0.262 0 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.805 0.585 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.276 0.56 0 1 53 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.28 0.565 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9206 0.0017 0 0.43 6.745 0.577 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.951 0.497 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.901 0.514 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9343 0.0154 0 3.85 3.681 0.276 0.1 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9268 0.0080 0 1.98 6.073 0.563 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.18 0.478 0 1 42 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9265 0.0076 0 1.90 4.192 0.333 0.1 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.922 0.539 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.188 0.515 0 1 42 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.206 0.605 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.998 0.551 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.603 0.542 0 1 55 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.244 0.592 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9209 0.0021 0 0.52 7.527 0.587 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.56 0.568 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 3.423 0.323 0 1 31 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.454 0.587 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.808 0.575 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.943 0.514 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9195 0.0006 0 0.16 6.165 0.521 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.34 0.577 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.278 0.369 0.1 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.158 0.288 0.1 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.072 0.616 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.823 0.547 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9377 0.0189 0 4.70 3.95 0.282 0.1 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.861 0.58 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.119 0.566 0 1 43 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.55 0.592 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.637 0.563 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.936 0.55 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.399 0.544 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.038 0.536 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.271 0.628 0 1 53 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.158 0.569 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.954 0.547 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 7.025 0.629 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.267 0.563 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.977 0.292 0.1 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9240 0.0052 0 1.29 3.725 0.355 0.1 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.517 0.585 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9231 0.0043 0 1.07 6.579 0.592 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.564 0.577 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9406 0.0218 0 5.43 3.723 0.35 0.1 1 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.479 0.509 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.817 0.548 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9374 0.0186 0 4.64 3.706 0.276 0.1 1 57 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.511 0.571 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9272 0.0084 0 2.08 4.184 0.311 0 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.134 0.619 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.857 0.605 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.957 0.546 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.635 0.571 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.436 0.542 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.25 0.61 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.256 0.51 0 1 54 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.138 0.506 0 1 56 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.753 0.564 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9082 1.9893 -2.0067 -4.32 6.137 0.56 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9264 0.0076 0 1.89 6.771 0.574 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.665 0.59 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.301 0.589 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9274 0.0086 0 2.14 4.279 0.321 0 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.802 0.338 0 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9176 -0.0012 0 -0.30 7.151 0.601 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.721 0.505 0 1 54 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.139 0.613 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.87 0.507 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9301 0.0113 0 2.81 3.692 0.237 0.1 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.735 0.568 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.481 0.551 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.417 0.492 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.056 0.596 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 7.104 0.585 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.024 0.293 0.1 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9482 1.0293 -1.0034 6.47 7.057 0.569 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.926 0.585 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9268 0.0080 0 1.98 6.87 0.568 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.277 0.591 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9321 0.0133 0 3.30 4.194 0.339 0 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9262 0.0074 0 1.84 3.839 0.273 0.3 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.98 0.535 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.815 0.63 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.981 0.355 0 1 52 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.91 0.555 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.361 0.347 0 2 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.454 0.534 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.706 0.621 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.905 0.267 0 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.238 0.593 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.835 0.292 0.1 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9294 0.0106 0 2.63 4.038 0.272 0.1 1 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.255 0.525 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.34 0.58 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.406 0.472 0 1 40 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.259 0.561 0 1 53 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9082 1.9893 -2.0067 -4.32 2.697 0.376 0 1 28 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.404 0.58 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.988 0.594 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.378 0.507 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.608 0.562 0 1 51 156 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.725 0.446 0 1 55 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.214 0.514 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.799 0.603 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.581 0.27 0.2 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.033 0.545 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.826 0.543 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9482 1.0293 -1.0034 6.47 6.631 0.614 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.864 0.616 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.425 0.521 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 5.137 0.321 0 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.269 0.586 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.22 0.558 0 1 44 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.482 0.554 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.697 0.506 0 1 43 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 3.749 0.468 0 1 34 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9340 2.0152 -2.0067 2.11 2.808 0.354 0 1 31 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.98 0.593 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.439 0.575 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 7.053 0.668 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.178 0.518 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.912 0.588 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.143 0.593 0 1 53 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.274 0.592 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.796 0.574 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9323 0.0134 0 3.35 7.754 0.608 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.487 0.562 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.965 0.58 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.563 0.581 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9235 0.0047 0 1.16 7.144 0.633 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9249 0.0061 0 1.52 7.568 0.592 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.452 0.507 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.269 0.539 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9255 0.0067 0 1.66 4.866 0.402 0 1 56 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.007 0.571 0 1 53 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.791 0.576 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9482 1.0293 -1.0034 6.47 6.382 0.527 0 1 53 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 7.151 0.636 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.659 0.569 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.784 0.558 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9289 0.0101 0 2.51 5.15 0.428 0 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9482 1.0293 -1.0034 6.47 5.676 0.531 0 1 44 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.85 0.567 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.636 0.633 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.927 0.567 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9264 0.0076 0 1.89 8.035 0.565 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9245 0.0057 0 1.42 4.891 0.366 0 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.736 0.567 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9162 -0.0027 0 -0.66 7.298 0.541 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.728 0.532 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.043 0.531 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.158 0.591 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.443 0.558 0 1 39 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9301 0.0113 0 2.81 4.978 0.422 0 1 56 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9252 0.0064 0 1.60 3.417 0.275 0.5 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.08 0.572 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.078 0.602 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.992 0.525 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.901 0.497 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9082 1.9893 -2.0067 -4.32 7.01 0.55 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.645 0.582 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.381 0.295 0.2 1 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.763 0.584 0 1 41 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.42 0.483 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.652 0.55 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.34 0.55 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.45 0.536 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.849 0.536 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9231 0.0043 0 1.07 7.156 0.575 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9082 1.9893 -2.0067 -4.32 6.899 0.62 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.13 0.584 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 6.388 0.575 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9082 1.9893 -2.0067 -4.32 6.152 0.555 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.942 0.288 0.1 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.434 0.62 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.517 0.581 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9482 1.0293 -1.0034 6.47 6.208 0.55 0 1 43 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.661 0.522 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9242 0.0054 0 1.34 6.629 0.605 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.902 0.258 0 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.815 0.538 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.316 0.521 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9323 0.0135 0 3.36 3.509 0.319 0 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.121 0.336 0 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.588 0.509 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.49 0.534 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.401 0.61 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.828 0.557 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.753 0.573 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.282 0.599 0 1 43 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.99 0.571 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.186 0.616 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.914 0.28 0 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9282 0.0094 0 2.35 6.938 0.458 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.393 0.607 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.82 0.606 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.582 0.474 0 1 43 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.083 0.578 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.699 0.528 0 1 44 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.382 0.559 0 1 53 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.828 0.534 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.932 0.617 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.379 0.594 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.521 0.457 0 1 42 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.635 0.546 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.915 0.564 0 1 40 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.449 0.543 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.409 0.558 0 1 47 156 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9246 0.0058 0 1.43 7.574 0.591 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9201 0.0013 0 0.32 4.633 0.429 0 1 52 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9301 0.0113 0 2.80 7.569 0.586 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.584 0.534 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.144 0.579 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.403 0.589 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.486 0.613 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.347 0.54 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.98 0.617 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.861 0.522 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.056 0.587 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.757 0.531 0 1 43 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 5.399 0.519 0 1 45 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 8.007 0.606 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4016.9182 0.9993 -1.0034 -1.00 7.458 0.629 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.184 0.552 0 1 52 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.343 0.508 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9202 0.0014 0 0.34 7.559 0.61 0 1 51 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 7.21 0.601 0 1 47 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.724 0.574 0 1 48 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 6.118 0.48 0 1 46 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4015.9249 0.0061 0 1.52 7.261 0.606 0 1 50 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 5.793 0.568 0 1 49 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.491 0.253 0.7 1 54 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.43 0.254 0 2 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.54 0.248 0.3 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.8 0.244 0.1 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9345 0.0157 0 3.91 3.151 0.187 0.9 1 40 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.096 0.256 0.1 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9399 0.0211 0 5.25 3.584 0.216 0.3 1 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.184 0.26 0.7 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.189 0.23 0.2 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9316 0.0128 0 3.18 3.299 0.198 0.6 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9313 0.0125 0 3.12 3.532 0.22 0.2 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4016.9265 1.0076 -1.0034 1.07 3.057 0.271 0.2 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.659 0.228 0.3 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9311 0.0123 0 3.06 3.836 0.193 0.5 1 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4016.9309 1.0121 -1.0034 2.17 3.35 0.24 0.4 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9338 0.0150 0 3.73 3.498 0.178 0.5 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.918 0.249 0.1 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 4.342 0.228 0.1 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9184 -0.0004 0 -0.10 3.686 0.203 0.3 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9240 0.0052 0 1.29 3.948 0.213 0.4 2 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9228 0.0040 0 0.99 3.703 0.177 0.1 1 51 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9179 -0.0009 0 -0.23 3.29 0.212 0.4 2 41 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9186 -0.0002 0 -0.04 4.129 0.267 0.1 4 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.939 0.229 0.2 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9218 0.0030 0 0.75 3.91 0.16 0.2 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9267 0.0079 0 1.96 3.301 0.226 0.5 5 41 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.53 0.208 0.2 1 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9162 -0.0026 0 -0.65 3.102 0.162 0.3 1 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9255 0.0067 0 1.66 3.47 0.145 0.7 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.902 0.179 0.2 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.244 0.191 0.5 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.279 0.187 0.9 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9235 0.0047 0 1.17 3.314 0.154 0.3 1 49 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.771 0.174 0.3 1 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9357 0.0169 0 4.21 3.33 0.134 0.5 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.503 0.182 0.2 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.564 0.178 0.2 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.447 0.174 0.1 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9995 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9335 0.0147 0 3.66 2.737 0.131 1.5 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9995 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9138 -0.0051 0 -1.26 3.227 0.126 0.7 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9995 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.703 0.227 0.9 4 40 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9995 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.459 0.191 0.3 2 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9994 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9233 0.0045 0 1.11 3.227 0.121 0.8 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9994 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9272 0.0084 0 2.08 4.202 0.109 0.1 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9994 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9245 0.0057 0 1.42 3.31 0.117 0.4 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9992 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9277 0.0089 0 2.21 3.14 0.112 0.9 1 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9991 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.121 0.147 0.6 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9991 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.548 0.142 0.2 1 47 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9989 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 5 4015.9188 4016.9381 1.0193 -1.0034 3.97 4.168 0.252 0.4 5 54 312 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9989 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4016.9309 1.0121 -1.0034 2.17 2.998 0.18 0.9 2 41 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9986 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.929 0.131 0.6 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9986 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9228 0.0040 0 0.99 3.286 0.147 1.2 5 40 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9985 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.68 0.173 0.2 4 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9984 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.345 0.122 1.9 1 40 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9984 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9455 0.0267 0 6.64 2.533 0.089 3.6 1 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9984 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.382 0.12 0.6 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9984 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9682 2.0493 -2.0067 10.62 2.602 0.244 0.1 2 27 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9983 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.917 0.196 0.3 9 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9982 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9682 2.0493 -2.0067 10.62 2.585 0.227 0.1 1 27 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9980 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 5 4015.9188 4016.9241 1.0052 -1.0034 0.47 4.041 0.14 0.2 1 61 312 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9980 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.446 0.111 0.5 1 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9976 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4016.9309 1.0121 -1.0034 2.17 3.285 0.118 1.7 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9974 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9218 0.0030 0 0.75 2.936 0.063 1.2 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9973 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.52 0.098 0.4 1 40 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9971 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.154 0.098 1.4 1 52 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9971 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9216 0.0028 0 0.69 2.85 0.086 5.7 2 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9971 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9216 0.0028 0 0.69 2.992 0.085 1.9 2 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9960 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.428 0.109 0.7 2 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9949 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9289 0.0101 0 2.51 2.669 0.038 2.3 1 46 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9944 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9306 0.0118 0 2.94 3.512 0.025 0.4 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9941 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.646 0.106 1.4 3 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9940 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.664 0.19 0.4 28 35 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9933 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.369 0.164 0.7 15 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9931 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9355 0.0167 0 4.15 3.01 0.021 1 1 51 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9919 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.403 0.091 9.1 2 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9914 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.352 0.051 2.3 1 45 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9913 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9313 0.0125 0 3.12 2.752 0.014 4.9 1 50 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9896 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.438 0.042 0.4 1 48 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9894 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9309 0.0120 0 3.00 3.233 0.042 0.9 3 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9891 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9328 0.0140 0 3.48 3.281 0.051 0.5 4 41 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9888 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.238 0.041 1.4 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9878 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.332 0.078 0.5 3 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9875 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.914 0.066 4 2 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9871 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.426 0.033 1.1 1 43 234 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9868 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.633 0.067 5.5 2 41 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9797 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4015.9287 0.0098 0 2.45 2.433 0.059 13.5 8 36 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9789 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4016.9309 1.0121 -1.0034 2.17 2.512 0.088 2 4 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9780 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.073 0.055 1.1 3 42 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9771 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.371 0.092 0.9 9 41 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9744 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 5 4015.9188 4016.9326 1.0138 -1.0034 2.60 3.887 0.152 0.7 17 54 312 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9724 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.826 0.006 7.6 1 43 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9654 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4016.9309 1.0121 -1.0034 2.17 2.536 0.013 5.3 1 44 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9651 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.713 0.023 5.4 2 40 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9626 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.229 0.014 1.3 2 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9614 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 3 4015.9188 4017.9382 2.0193 -2.0067 3.15 1.978 0.157 0.2 1 28 156 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9448 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.715 0.054 6.9 8 39 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9349 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 5 4015.9188 4015.9347 0.0159 0 3.95 3.334 0.037 4 16 51 312 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9260 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 2.642 0.003 4.7 3 40 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9004 R AVQTGYADEVGGLEAAIAGAAGAADISEYQVVYHNPADPR G 4 4015.9188 4017.9309 2.0121 -2.0067 1.34 3.561 0.058 0.4 25 40 234 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1333.5860 1333.5869 0.0009 0 0.65 4.263 0.421 0 1 17 20 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1349.5860 1349.5804 -0.0056 0 -4.15 3.475 0.472 0 1 17 20 2 0 1 DQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1349.5860 1349.5842 -0.0018 0 -1.35 3.75 0.449 0 1 17 20 2 0 1 DQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 1 1333.5860 1333.5899 0.0039 0 2.90 3.083 0.344 0 1 15 20 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1333.5860 1333.5880 0.0020 0 1.47 4.276 0.418 0 1 17 20 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1333.5860 1335.5854 1.9994 -2.0067 -5.46 4.188 0.426 0 1 17 20 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1349.5860 1349.5854 -0.0006 0 -0.43 3.185 0.431 0 1 17 20 2 0 1 DQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 1 1333.5860 1333.5899 0.0039 0 2.90 3.308 0.195 0.4 1 14 20 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1349.5860 1349.5818 -0.0043 0 -3.16 3.513 0.484 0 1 17 20 2 0 1 DQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1333.5860 1335.5854 1.9994 -2.0067 -5.46 4.042 0.425 0 1 17 20 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMK R 2 1349.5860 1349.5797 -0.0063 0 -4.70 3.353 0.414 0 1 17 20 2 0 1 DQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R DQYYASLESMK R 2 1349.5860 1349.5818 -0.0043 0 -3.16 3.98 0.058 0 1 17 20 2 0 1 DQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 3 1489.6871 1489.6887 0.0015 0 1.03 2.382 0.348 0.1 9 18 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6856 -0.0015 0 -0.99 3.677 0.414 0 1 18 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6893 0.0022 0 1.46 3.719 0.429 0 1 19 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1505.6871 1505.6817 -0.0054 0 -3.58 3.055 0.39 0 1 18 22 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6911 0.0040 0 2.69 3.237 0.33 0 1 18 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6881 0.0010 0 0.64 3.667 0.422 0 1 18 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6855 -0.0016 0 -1.08 3.142 0.366 0 1 17 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6874 0.0002 0 0.15 3.819 0.452 0 1 19 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1505.6871 1505.6823 -0.0048 0 -3.17 3.428 0.411 0 1 19 22 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6902 0.0030 0 2.04 3.075 0.392 0 1 17 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6872 0.0001 0 0.07 3.314 0.265 0.1 1 18 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R DQYYASLESMKR A 2 1489.6871 1489.6914 0.0043 0 2.86 3.365 0.326 0 1 17 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R DQYYASLESMKR A 2 1489.6871 1489.6856 -0.0015 0 -0.99 3.218 0.202 0.1 1 17 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R DQYYASLESMKR A 2 1489.6871 1489.6893 0.0022 0 1.46 3.134 0.173 0.2 1 18 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R DQYYASLESMKR A 3 1489.6871 1489.6894 0.0023 0 1.52 2.5 0.241 0.2 1 19 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R DQYYASLESMKR A 2 1489.6871 1489.6881 0.0010 0 0.64 3.039 0.176 0.1 1 17 22 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R DQYYASLESMKR A 3 1489.6871 1489.6890 0.0019 0 1.27 2.275 0.249 0.1 2 20 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9995 R DQYYASLESMKR A 2 1505.6871 1506.6854 0.9983 -1.0034 -3.34 2.881 0.249 0.1 1 14 22 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9993 R DQYYASLESMKR A 2 1505.6871 1505.6213 -0.0658 0 -43.71 2.32 0.221 0 1 12 22 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9989 R DQYYASLESMKR A 2 1505.6871 1505.6830 -0.0042 0 -2.77 2.862 0.11 0.4 1 14 22 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9987 R DQYYASLESMKR A 3 1489.6871 1489.6859 -0.0012 0 -0.82 1.945 0.246 0.4 3 21 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9979 R DQYYASLESMKR A 3 1489.6871 1489.6864 -0.0008 0 -0.51 2.355 0.178 0.2 3 20 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9971 R DQYYASLESMKR A 3 1505.6871 1505.6852 -0.0019 0 -1.28 1.872 0.243 0.5 8 22 44 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9970 R DQYYASLESMKR A 3 1489.6871 1489.6887 0.0016 0 1.09 2.053 0.255 0.1 64 15 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9966 R DQYYASLESMKR A 3 1489.6871 1489.6834 -0.0037 0 -2.48 2.319 0.238 0.5 197 15 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9941 R DQYYASLESMKR A 3 1505.6871 1505.6812 -0.0060 0 -3.95 1.901 0.183 0.3 2 22 44 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9865 R DQYYASLESMKR A 3 1489.6871 1489.6875 0.0003 0 0.23 2.168 0.197 1.1 214 15 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9662 R DQYYASLESMKR A 3 1489.6871 1489.6868 -0.0003 0 -0.20 2.261 0.111 1.2 43 19 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9564 R DQYYASLESMKR A 3 1489.6871 1489.6906 0.0034 0 2.32 2.08 0.086 2.1 7 18 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9547 R DQYYASLESMKR A 3 1489.6871 1489.6898 0.0027 0 1.82 2.229 0.068 0.6 8 19 44 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9381 R DQYYASLESMKR A 2 1505.6871 1506.9054 1.2183 -1.0034 142.77 2.107 0.105 0.3 1 12 22 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9141 R DQYYASLESMKR A 2 1505.6871 1506.9054 1.2183 -1.0034 142.77 2.116 0.113 0.3 3 13 22 2 0 1 DQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6254 0.0043 0 3.23 4.014 0.474 0 1 20 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6227 0.0015 0 1.14 4.137 0.487 0 1 21 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6218 0.0007 0 0.51 3.789 0.526 0 1 21 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6223 0.0012 0 0.87 3.56 0.513 0 1 21 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6254 0.0043 0 3.23 3.491 0.439 0 1 18 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6201 -0.0010 0 -0.77 3.941 0.496 0 1 21 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6172 -0.0040 0 -2.96 4.315 0.493 0 1 21 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6220 0.0009 0 0.69 3.913 0.276 0 1 20 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.7054 0.0843 0 63.04 2.542 0.362 0.1 1 13 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6212 0.0001 0 0.05 4.046 0.501 0 1 21 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6224 0.0013 0 0.96 3.851 0.378 0 1 20 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ETVAEASAYQGGR A 2 1337.6211 1337.6254 0.0043 0 3.23 3.717 0.394 0 1 20 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R ETVAEASAYQGGR A 2 1337.6211 1337.6207 -0.0004 0 -0.32 3.553 0.16 0.1 1 20 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9988 R ETVAEASAYQGGR A 2 1337.6211 1337.6831 0.0620 0 46.32 2.611 0.151 0.3 1 15 24 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9595 R GLLFLTGGS E 1 863.4752 863.4731 -0.0022 0 -2.49 2.104 0.338 0 1 10 16 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9359 R GLLFLTGGS E 1 863.4752 863.4784 0.0032 0 3.73 2.04 0.325 0 2 10 16 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9887 R GLLFLTGGSE A 2 992.5178 992.5205 0.0027 0 2.74 2.392 0.295 0.2 2 13 18 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMK R 3 1794.7967 1794.7904 -0.0063 0 -3.51 4.835 0.422 0 1 24 56 2 1 1 GMTRDQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMK R 2 1778.7967 1778.7977 0.0010 0 0.55 4.343 0.531 0 1 20 28 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMK R 3 1794.7967 1794.7945 -0.0023 0 -1.26 4.674 0.384 0 1 24 56 2 1 1 GMTRDQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMK R 2 1794.7967 1794.7937 -0.0030 0 -1.70 3.417 0.478 0 1 17 28 2 1 1 GMTRDQYYASLESM[147]K
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1934.8978 1935.9082 1.0103 -1.0034 3.62 5.263 0.333 0 1 32 60 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 2 1934.8978 1934.9021 0.0042 0 2.20 4.648 0.51 0 1 20 30 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1950.8978 1950.8878 -0.0100 0 -5.12 4.631 0.332 0 2 26 60 2 1 1 GMTRDQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1934.8978 1934.8882 -0.0097 0 -4.99 4.169 0.389 0 1 30 60 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 4 1934.8978 1934.9005 0.0026 0 1.36 2.881 0.278 0 1 33 90 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1934.8978 1934.8882 -0.0097 0 -4.99 4.91 0.393 0 1 31 60 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1950.8978 1950.8889 -0.0089 0 -4.55 4.636 0.409 0 1 25 60 2 1 1 GMTRDQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1934.8978 1934.8882 -0.0097 0 -4.99 3.819 0.299 0 1 27 60 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1950.8978 1950.8939 -0.0039 0 -2.02 4.744 0.316 0 1 29 60 2 1 1 GM[147]TRDQYYASLESMKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 4 1950.8978 1950.8941 -0.0037 0 -1.90 4.434 0.342 0 1 38 90 2 1 1 GM[147]TRDQYYASLESMKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1966.8978 1966.8872 -0.0106 0 -5.39 3.524 0.274 0 1 26 60 2 1 1 GM[147]TRDQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 4 1950.8978 1950.8924 -0.0054 0 -2.78 3.82 0.276 0 1 37 90 2 1 1 GM[147]TRDQYYASLESMKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R GMTRDQYYASLESMKR A 3 1950.8978 1950.8975 -0.0003 0 -0.14 4.65 0.37 0 1 31 60 2 1 1 GM[147]TRDQYYASLESMKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9983 R GMTRDQYYASLESMKR A 2 1934.8978 1934.9017 0.0039 0 2.01 3.609 0.153 0 1 22 30 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9940 R GMTRDQYYASLESMKR A 3 1966.8978 1966.8874 -0.0104 0 -5.29 3.089 0.149 0.1 4 23 60 2 1 1 GM[147]TRDQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9902 R GMTRDQYYASLESMKR A 4 1950.8978 1950.8896 -0.0082 0 -4.22 2.257 0.039 1.1 1 30 90 2 1 1 GMTRDQYYASLESM[147]KR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 G HVGVIGTAPSDGLSPAATTGPDK A 2 2147.0858 2147.0854 -0.0004 0 -0.18 4.607 0.49 0 1 23 44 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 G HVGVIGTAPSDGLSPAATTGPDK A 2 2147.0858 2147.0938 0.0080 0 3.74 5.756 0.61 0 1 27 44 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9917 D ISEYQVVYHNPADPR G 2 1786.8638 1786.8633 -0.0006 0 -0.32 2.859 0.309 0 4 11 28 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8940 0.0063 0 3.42 3.657 0.456 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8929 0.0052 0 2.82 3.647 0.419 0 1 15 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.097 0.372 0 1 16 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8906 0.0029 0 1.56 4.511 0.626 0 1 26 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8856 -0.0021 0 -1.15 4.787 0.488 0 1 24 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8917 0.0040 0 2.16 4.804 0.635 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8904 0.0026 0 1.43 4.652 0.605 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 4.055 0.53 0 1 21 36 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8854 0.9977 -1.0034 -3.06 4.905 0.462 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8906 0.0029 0 1.56 3.522 0.46 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8882 0.0004 0 0.24 4.149 0.568 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8911 0.0034 0 1.83 4.492 0.608 0 1 26 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8854 -0.0023 0 -1.23 3.588 0.465 0 1 20 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.9854 1.0977 -1.0034 51.27 5.081 0.581 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8841 -0.0036 0 -1.94 4.468 0.547 0 1 22 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8957 0.0080 0 4.35 4.886 0.543 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8816 -0.0062 0 -3.32 4.196 0.528 0 1 25 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1857.8963 1.0086 -1.0034 2.83 4.185 0.494 0 1 21 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8895 0.0018 0 0.96 4.53 0.63 0 1 26 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 3 1840.8877 1840.8907 0.0030 0 1.62 3.62 0.498 0 1 25 72 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8854 0.9977 -1.0034 -3.06 4.09 0.455 0 1 18 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8854 0.9977 -1.0034 -3.06 4.717 0.577 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8886 0.0009 0 0.50 4.468 0.59 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8916 0.0039 0 2.09 3.598 0.494 0 1 17 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9023 0.0146 0 7.93 4.985 0.571 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9054 0.0177 0 9.63 3.665 0.434 0 1 18 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8879 0.0002 0 0.10 4.114 0.586 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8951 0.0074 0 4.01 5.116 0.543 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8850 -0.0027 0 -1.48 4.104 0.473 0 1 20 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8912 0.0035 0 1.89 4.827 0.625 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8874 -0.0003 0 -0.16 3.572 0.504 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8893 0.0015 0 0.83 3.841 0.208 0.1 1 22 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9000 0.0123 0 6.67 2.841 0.442 0 1 17 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8832 0.9954 -1.0034 -4.30 3.878 0.519 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8885 0.0008 0 0.43 5.682 0.585 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8943 0.0065 0 3.55 4.221 0.617 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.9001 1.0124 -1.0034 4.91 3.466 0.443 0 1 19 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8949 0.0071 0 3.88 5.55 0.559 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 3 1840.8877 1840.8925 0.0048 0 2.62 5.202 0.535 0 1 35 72 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.4254 0.5377 -1.0034 -252.94 4.473 0.489 0 1 22 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 4.066 0.385 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8829 -0.0048 0 -2.59 4.272 0.544 0 1 23 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.215 0.326 0 1 18 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8845 -0.0032 0 -1.74 4.548 0.513 0 1 23 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 3 1840.8877 1840.8982 0.0104 0 5.67 3.734 0.265 0 1 28 72 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8960 0.0082 0 4.48 4.361 0.501 0 1 22 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8906 0.0029 0 1.56 3.49 0.492 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8857 -0.0020 0 -1.09 4.5 0.563 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1842.9054 2.0177 -2.0067 5.99 5.1 0.385 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8917 0.0040 0 2.16 4.597 0.554 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8966 0.0089 0 4.81 4.879 0.576 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8901 0.0024 0 1.30 4.767 0.622 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8923 0.0046 0 2.49 4.683 0.624 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8899 0.0021 0 1.16 5.365 0.563 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.9054 1.0177 -1.0034 7.81 5.456 0.551 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8944 0.0067 0 3.62 4.595 0.636 0 1 26 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8951 0.0074 0 4.01 4.886 0.551 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8852 -0.0025 0 -1.34 4.119 0.542 0 1 24 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8897 0.0020 0 1.10 4.415 0.61 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8893 0.0015 0 0.83 4.721 0.621 0 1 26 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8854 0.9977 -1.0034 -3.06 3.432 0.525 0 1 19 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8863 -0.0014 0 -0.75 4.478 0.48 0 1 22 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8896 0.0019 0 1.03 4.38 0.614 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8863 -0.0014 0 -0.75 4.136 0.5 0 1 23 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8949 0.0071 0 3.88 3.514 0.416 0 1 19 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.6054 0.7177 -1.0034 -155.16 3.75 0.446 0 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8940 0.0063 0 3.42 3.624 0.448 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8896 0.0019 0 1.03 4.397 0.6 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8885 0.0008 0 0.43 5.53 0.605 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8882 0.0004 0 0.24 5.476 0.562 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8927 0.0050 0 2.69 5.238 0.574 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 4.222 0.547 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8854 0.9977 -1.0034 -3.06 4.061 0.52 0 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8906 0.0029 0 1.56 5.563 0.579 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8854 0.9977 -1.0034 -3.06 3.701 0.547 0 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9004 0.0126 0 6.87 4.843 0.483 0 1 22 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8969 0.0092 0 5.01 3.479 0.47 0 1 17 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8927 0.0050 0 2.69 4.567 0.56 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8845 -0.0032 0 -1.74 4.493 0.569 0 1 21 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8961 0.0084 0 4.55 4.202 0.557 0 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8889 0.0012 0 0.63 5.466 0.582 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8927 0.0050 0 2.69 4.898 0.609 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8878 0.0001 0 0.04 3.933 0.507 0 1 18 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8877 -0.0001 0 -0.03 5.421 0.58 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.628 0.416 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.95 0.523 0 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8929 0.0052 0 2.82 3.938 0.286 0 1 22 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 3 1840.8877 1841.8882 1.0004 -1.0034 -1.58 3.829 0.33 0.1 9 24 72 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8861 -0.0016 0 -0.89 5.663 0.603 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8982 0.0104 0 5.67 3.754 0.483 0 1 16 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8916 0.0039 0 2.09 4.552 0.529 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 4.125 0.466 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8854 0.9977 -1.0034 -3.06 4.261 0.544 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.564 0.367 0 1 19 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8947 0.0070 0 3.82 4.028 0.555 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8974 0.0097 0 5.28 3.2 0.446 0 1 16 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8886 0.0009 0 0.50 4.532 0.627 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8896 0.0019 0 1.03 4.485 0.529 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8910 0.0032 0 1.76 4.128 0.485 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9054 0.0177 0 9.63 4.266 0.52 0 1 18 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9054 0.0177 0 9.63 3.187 0.414 0 1 17 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8987 0.0109 0 5.94 4.052 0.535 0 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8899 0.0021 0 1.16 5.407 0.578 0 1 27 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8871 -0.0007 0 -0.36 4.377 0.593 0 1 24 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8873 -0.0004 0 -0.23 4.308 0.477 0 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8911 0.0034 0 1.83 4.003 0.482 0 1 19 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8950 0.0073 0 3.95 4.814 0.54 0 1 22 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8888 0.0010 0 0.57 4.068 0.502 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.454 0.408 0 1 16 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8932 0.0054 0 2.95 4.643 0.608 0 1 25 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8839 -0.0038 0 -2.07 4.317 0.527 0 1 22 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.611 0.422 0 1 18 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1841.8854 0.9977 -1.0034 -3.06 4.113 0.527 0 1 22 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.952 0.489 0 1 19 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9054 0.0177 0 9.63 3.035 0.337 0 1 16 36 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9054 0.0177 0 9.63 3.89 0.533 0 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8984 0.0107 0 5.81 3.587 0.532 0 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 2.898 0.286 0 1 15 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.045 0.256 0 2 15 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8854 -0.0024 0 -1.28 3.453 0.174 0 1 20 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 3.506 0.198 0 4 16 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8951 0.0074 0 4.01 3.272 0.16 0.1 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8902 0.0025 0 1.36 3.177 0.166 0.3 1 21 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1858.8654 1.9777 -2.0067 -15.60 3.185 0.273 0 1 16 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9995 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8839 -0.0038 0 -2.07 3.372 0.12 0.2 1 21 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9992 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8908 0.0031 0 1.69 2.875 0.154 0.5 1 26 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9989 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8911 0.0034 0 1.83 2.896 0.135 0.3 1 20 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9989 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8922 0.0045 0 2.42 2.986 0.125 0.4 1 23 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9988 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9054 0.0177 0 9.63 2.612 0.216 0.1 6 14 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9984 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1856.8879 0.0002 0 0.10 2.917 0.111 0.2 1 20 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9977 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 2.753 0.18 0.1 12 12 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9972 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.9054 0.0177 0 9.63 1.97 0.226 0.2 1 14 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9942 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8885 0.0008 0 0.43 2.684 0.07 1.5 1 17 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9613 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1839.8940 -0.9937 1 3.42 3.065 0.172 0 1 18 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9503 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1858.8454 1.9577 -2.0067 -26.38 2.336 0.232 1 81 11 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9375 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1858.4054 1.5177 -2.0067 -263.33 2.273 0.109 0.7 1 14 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9193 R ISSPGGSAASSESMYLAVK R 2 1856.8877 1858.3054 1.4177 -1.0034 223.16 2.141 0.151 0.4 6 12 36 2 0 1 ISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9035 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1840.8854 -0.0023 0 -1.24 1.905 0.113 0.7 23 13 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9002 R ISSPGGSAASSESMYLAVK R 2 1840.8877 1839.8969 -0.9908 1 5.01 2.788 0.208 0.1 8 14 36 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9896 0.0008 0 0.39 5.233 0.555 0 1 25 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9890 0.0002 0 0.08 5.418 0.529 0 1 25 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9854 -0.0034 0 -1.69 4.463 0.485 0 1 22 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 2012.9888 2012.9806 -0.0083 0 -4.10 2.96 0.362 0 1 18 38 2 0 1 ISSPGGSAASSESM[147]YLAVKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9901 0.0013 0 0.63 4.234 0.393 0 1 21 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 2012.9888 2012.9854 -0.0034 0 -1.68 3.085 0.371 0 1 20 38 2 0 1 ISSPGGSAASSESM[147]YLAVKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 2012.9888 2013.9853 0.9965 -1.0034 -3.40 4.167 0.488 0 1 20 38 2 0 1 ISSPGGSAASSESM[147]YLAVKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9964 0.0076 0 3.81 4.278 0.46 0 1 23 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1997.0054 0.0166 0 8.32 4.86 0.556 0 1 23 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9887 -0.0001 0 -0.04 4.718 0.425 0 1 22 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9980 0.0092 0 4.61 4.917 0.505 0 1 25 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9886 -0.0002 0 -0.10 4.111 0.308 0 1 23 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9942 0.0054 0 2.71 3.83 0.174 0.1 1 21 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1994.9265 -2.0623 2 -31.21 4.225 0.436 0 1 20 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9919 0.0031 0 1.55 4.118 0.107 0 1 21 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R ISSPGGSAASSESMYLAVKR L 2 2012.9888 2012.9781 -0.0107 0 -5.32 2.964 0.284 0 45 12 38 2 0 1 ISSPGGSAASSESM[147]YLAVKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9978 R ISSPGGSAASSESMYLAVKR L 3 1996.9888 1996.9912 0.0024 0 1.21 1.886 0.234 0.2 1 33 76 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9910 R ISSPGGSAASSESMYLAVKR L 2 1996.9888 1996.9869 -0.0019 0 -0.96 2.603 0.075 1.4 2 16 38 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9886 R ISSPGGSAASSESMYLAVKR L 2 2012.9888 2012.9714 -0.0174 0 -8.65 1.977 0.276 0.2 123 11 38 2 0 1 ISSPGGSAASSESM[147]YLAVKR
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9219 R ISSPGGSAASSESMYLAVKR L 3 1996.9888 1996.9861 -0.0027 0 -1.36 2.185 0.041 1.3 2 26 76 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R IYVTPASLVGHVG V 2 1311.7187 1311.7214 0.0027 0 2.05 2.937 0.416 0 1 18 24 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9985 R IYVTPASLVGHVG V 2 1311.7187 1311.7209 0.0022 0 1.67 2.541 0.397 0 1 17 24 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9948 R IYVTPASLVGHVG V 2 1311.7187 1311.7254 0.0067 0 5.13 2.38 0.352 0 1 15 24 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSD G 2 2052.0891 2052.0887 -0.0004 0 -0.20 5.032 0.481 0 1 31 40 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSD G 2 2052.0891 2052.0985 0.0094 0 4.56 4.997 0.468 0 1 30 40 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSD G 2 2052.0891 2052.0951 0.0059 0 2.90 5.054 0.477 0 1 29 40 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R IYVTPASLVGHVGVIGTAPSDGLSPAA T 2 2548.3537 2549.3654 1.0117 -1.0034 3.29 4.264 0.508 0 1 23 52 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6483 0.0031 0 0.99 5.71 0.512 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6513 0.0060 0 1.92 4.59 0.382 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.582 0.443 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6483 0.0031 0 0.99 5.613 0.492 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.876 0.535 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.898 0.436 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.161 0.521 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.117 0.466 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6516 0.0064 0 2.04 6.296 0.512 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.895 0.517 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6509 0.0057 0 1.80 5.994 0.535 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6487 0.0035 0 1.11 4.638 0.452 0 1 36 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6659 0.0207 0 6.57 6.096 0.564 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.489 0.496 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6502 0.0049 0 1.57 6.313 0.577 0 1 52 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.55 0.547 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 5.499 0.5 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6552 0.0100 0 3.18 4.246 0.311 0.1 1 43 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.16 0.538 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6582 0.0130 0 4.13 5.861 0.51 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6542 0.0090 0 2.85 5.827 0.553 0 1 51 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.963 0.37 0 1 38 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6474 0.0022 0 0.69 4.849 0.359 0 1 56 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 6.789 0.541 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6527 0.0075 0 2.39 5.922 0.562 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6523 0.0071 0 2.25 4.864 0.268 0 1 51 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6485 1.0032 -1.0034 -0.04 5.173 0.403 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.326 0.488 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6406 -0.0046 0 -1.45 4.829 0.389 0 1 37 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6593 0.0141 0 4.48 6.128 0.533 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6458 0.0006 0 0.17 5.672 0.562 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6882 1.0429 -1.0034 12.58 6.223 0.413 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6601 0.0148 0 4.71 5.614 0.513 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.013 0.505 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6782 2.0329 -2.0067 8.34 6.785 0.534 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 2 3147.6452 3147.6539 0.0087 0 2.76 5.306 0.63 0 1 27 64 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6382 -0.0071 0 -2.24 5.309 0.525 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6571 0.0119 0 3.78 6.587 0.516 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6450 -0.0002 0 -0.06 6.166 0.563 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.387 0.484 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6461 0.0009 0 0.29 5.999 0.555 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6404 0.9952 -1.0034 -2.60 5.019 0.515 0 1 39 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.464 0.474 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6491 0.0038 0 1.22 5.526 0.497 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6472 0.0020 0 0.64 5.939 0.459 0 1 37 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.509 0.531 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.058 0.502 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.846 0.528 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 4.449 0.337 0 1 35 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.757 0.441 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.286 0.431 0 1 33 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.572 0.507 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6341 -0.0112 0 -3.55 5.929 0.558 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6524 0.0071 0 2.27 6.071 0.543 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6425 -0.0027 0 -0.87 5.552 0.488 0 1 41 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.94 0.556 0 1 45 128 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.871 0.531 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.19 0.444 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 6.313 0.549 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.406 0.525 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6560 0.0108 0 3.43 4.85 0.46 0 1 33 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6542 0.0090 0 2.85 5.497 0.486 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6782 2.0329 -2.0067 8.34 5.808 0.56 0 1 41 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 2 3147.6452 3147.6507 0.0055 0 1.75 5.288 0.619 0 1 27 64 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6648 0.0196 0 6.22 5.962 0.496 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6601 0.0148 0 4.71 6.142 0.523 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6609 1.0157 -1.0034 3.92 4.744 0.45 0 1 35 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6282 0.9829 -1.0034 -6.48 6.068 0.525 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.391 0.408 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6395 -0.0057 0 -1.80 6.565 0.511 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6531 0.0079 0 2.50 5.245 0.491 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.513 0.485 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6782 2.0329 -2.0067 8.34 6.373 0.534 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6637 0.0185 0 5.88 4.802 0.457 0 1 39 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 5.884 0.56 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6509 0.0057 0 1.80 6.105 0.544 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.016 0.559 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6494 0.0042 0 1.34 6.781 0.529 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.492 0.52 0 1 35 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.773 0.561 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.252 0.514 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6538 0.0086 0 2.73 6.543 0.516 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6304 -0.0148 0 -4.71 6.493 0.435 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6575 0.0123 0 3.90 5.642 0.541 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6601 0.0148 0 4.71 6.014 0.515 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.029 0.544 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6444 0.9992 -1.0034 -1.32 6.156 0.495 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6476 0.0024 0 0.76 6.113 0.512 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6782 2.0329 -2.0067 8.34 4.159 0.387 0 1 38 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6403 -0.0049 0 -1.57 6.302 0.463 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.467 0.441 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6581 2.0129 -2.0067 1.96 5.497 0.394 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6648 0.0196 0 6.22 5.389 0.546 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6538 0.0085 0 2.71 3.836 0.32 0.2 1 48 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6492 1.0040 -1.0034 0.20 4.574 0.34 0 1 34 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.588 0.487 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6630 0.0178 0 5.64 5.944 0.576 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.513 0.522 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6527 0.0075 0 2.39 5.475 0.505 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 6.077 0.533 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6428 -0.0024 0 -0.76 6.731 0.532 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6 0.564 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.139 0.555 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6557 0.0104 0 3.32 6.382 0.527 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.219 0.524 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6513 0.0060 0 1.92 5.088 0.486 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6682 1.0230 -1.0034 6.25 4.992 0.476 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6527 0.0075 0 2.39 6.079 0.582 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.075 0.51 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.4300 1.7847 -2.0067 -70.52 4.836 0.417 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6590 0.0137 0 4.36 6.09 0.529 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.791 0.487 0 1 50 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6586 0.0134 0 4.25 6.194 0.491 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6782 2.0329 -2.0067 8.34 6.584 0.363 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.692 0.518 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6505 0.0053 0 1.69 6.68 0.564 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6494 0.0042 0 1.34 6.339 0.488 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 6.21 0.487 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.839 0.538 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6564 0.0112 0 3.55 5.766 0.493 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6642 1.0190 -1.0034 4.97 5.955 0.544 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.718 0.511 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 5.062 0.442 0 1 37 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.613 0.504 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.586 0.507 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.799 0.532 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6564 0.0112 0 3.55 5.563 0.526 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6568 0.0115 0 3.66 5.949 0.595 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6480 0.0027 0 0.87 6.874 0.549 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6641 0.0189 0 5.99 5.982 0.464 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6443 -0.0009 0 -0.29 5.97 0.525 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6645 0.0192 0 6.11 5.99 0.548 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.024 0.513 0 1 39 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6714 0.0262 0 8.32 5.691 0.538 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6612 0.0159 0 5.06 5.682 0.513 0 1 41 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.727 0.554 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6626 0.0174 0 5.53 5.769 0.493 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6535 0.0082 0 2.62 5.72 0.449 0 1 39 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.751 0.585 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6523 0.0071 0 2.25 4.659 0.417 0 1 51 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6555 2.0103 -2.0067 1.15 4.465 0.346 0 1 41 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6571 0.0119 0 3.78 6.57 0.516 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 6.614 0.553 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.667 0.569 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.841 0.486 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6564 0.0112 0 3.55 5.864 0.503 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.782 0.527 0 1 41 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.259 0.38 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6505 0.0053 0 1.69 5.978 0.555 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.0182 1.3729 -1.0034 117.42 5.158 0.489 0 1 41 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.759 0.551 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.37 0.487 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6782 2.0329 -2.0067 8.34 6.529 0.562 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6623 0.0170 0 5.41 6.043 0.526 0 1 50 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.433 0.443 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6377 -0.0075 0 -2.38 5.124 0.42 0 1 37 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.707 0.513 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.632 0.504 0 1 38 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6472 0.0020 0 0.64 5.08 0.461 0 1 39 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.77 0.476 0 1 39 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6436 -0.0016 0 -0.52 6.216 0.488 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6516 0.0064 0 2.04 5.655 0.453 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.806 0.477 0 1 45 128 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.325 0.492 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6553 0.0101 0 3.20 5.9 0.477 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.962 0.532 0 1 51 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6682 0.0229 0 7.29 4.883 0.468 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.8182 0.1729 0 54.94 4.044 0.283 0 1 37 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.135 0.56 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6535 0.0082 0 2.62 6.189 0.564 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6421 -0.0031 0 -0.99 6.463 0.516 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 2 3147.6452 3147.6471 0.0018 0 0.59 5.093 0.62 0 1 26 64 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6506 0.0054 0 1.70 4.446 0.356 0 1 45 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6487 0.0035 0 1.11 5.6 0.51 0 1 35 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6620 1.0168 -1.0034 4.27 5.113 0.411 0 1 36 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6234 -0.0218 0 -6.92 6.364 0.455 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6782 2.0329 -2.0067 8.34 6.913 0.515 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6282 0.9829 -1.0034 -6.48 5.966 0.467 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6483 0.0031 0 0.99 5.63 0.395 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6182 1.9729 -2.0067 -10.72 3.864 0.436 0 1 35 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6535 0.0082 0 2.62 6.87 0.517 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6509 0.0057 0 1.80 5.883 0.479 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6553 0.0101 0 3.20 3.967 0.334 0 2 28 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6608 0.0156 0 4.94 6.51 0.51 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6282 0.9829 -1.0034 -6.48 5.961 0.51 0 1 45 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6454 0.0002 0 0.06 5.803 0.533 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.139 0.549 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6428 -0.0024 0 -0.76 5.512 0.486 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6480 0.0027 0 0.87 5.593 0.541 0 1 50 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 2 3147.6452 3147.6541 0.0089 0 2.84 5.16 0.61 0 1 25 64 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6546 0.0093 0 2.97 6.207 0.533 0 1 50 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6594 1.0142 -1.0034 3.45 5.028 0.478 0 1 37 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6527 0.0075 0 2.39 5.743 0.495 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.402 0.469 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.318 0.568 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 6.148 0.535 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6682 0.0229 0 7.29 5.264 0.483 0 1 38 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.18 0.526 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6403 -0.0049 0 -1.57 5.152 0.451 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6553 0.0101 0 3.20 6.563 0.559 0 1 52 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6513 0.0060 0 1.92 6.266 0.517 0 1 49 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6710 0.0258 0 8.20 4.778 0.429 0 1 46 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.215 0.403 0 1 38 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.907 0.454 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6538 0.0086 0 2.73 5.813 0.542 0 1 41 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.861 0.521 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6557 0.0104 0 3.32 5.849 0.577 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 6.047 0.556 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.951 0.444 0 1 39 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6527 0.0075 0 2.39 6.364 0.57 0 1 48 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6586 0.0134 0 4.25 5.575 0.453 0 1 41 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.92 0.517 0 1 50 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6564 0.0112 0 3.55 5.628 0.548 0 1 50 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6425 -0.0027 0 -0.87 5.83 0.519 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.676 0.501 0 1 51 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.898 0.4 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.644 0.567 0 1 44 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 5.374 0.443 0 1 42 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6582 0.0130 0 4.13 5.572 0.515 0 1 47 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6527 0.0075 0 2.39 4.88 0.442 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6304 -0.0148 0 -4.71 5.619 0.475 0 1 40 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 4.676 0.35 0 1 43 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6482 2.0029 -2.0067 -1.19 4.272 0.34 0 1 31 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 2 3147.6452 3147.6568 0.0116 0 3.69 5.572 0.541 0 1 24 64 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6382 -0.0071 0 -2.24 4.224 0.413 0 1 30 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6461 0.0009 0 0.29 3.237 0.291 0.1 5 28 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6547 0.0095 0 3.02 4.392 0.18 0 1 49 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3149.6588 2.0136 -2.0067 2.20 3.581 0.214 0.4 1 30 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9994 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6535 0.0082 0 2.62 3.449 0.174 1.2 2 29 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9984 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3147.6509 0.0057 0 1.80 3.711 0.153 1.8 13 26 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9959 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3148.6509 1.0057 -1.0034 0.74 3.576 0.091 1.1 1 48 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9958 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6574 0.0122 0 3.87 3.175 0.065 0.8 2 43 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9950 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6491 0.0039 0 1.24 3.176 0.032 4 1 44 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9875 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 3147.6452 3147.6564 0.0112 0 3.56 3.343 0.205 0.5 285 35 192 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9401 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6582 1.0129 -1.0034 3.05 2.546 0.094 0.4 2 29 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9189 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 3 3147.6452 3148.6282 0.9829 -1.0034 -6.48 1.948 0.234 0.8 391 22 128 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDKAHR G 3 3511.8423 3513.8482 2.0058 -2.0067 -0.24 7.486 0.647 0 1 46 140 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9087 R IYVTPASLVGHVGVIGTAPSDGLSPAATTGPDKAHR G 5 3511.8423 3511.8496 0.0073 0 2.07 2.837 0.102 1.2 95 49 280 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9982 R LSAEKPVYTSVD Q 2 1307.6609 1307.6623 0.0014 0 1.07 2.701 0.353 0 1 17 22 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9976 R LSAEKPVYTSVD Q 2 1307.6609 1307.6626 0.0016 0 1.26 2.562 0.356 0 1 15 22 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9986 R LSAEKPVYTSVDQYAAS G 2 1827.8890 1827.8907 0.0017 0 0.93 3.113 0.34 0.1 1 15 32 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASG A 2 1884.9105 1884.9124 0.0019 0 1.02 3.701 0.503 0 1 18 34 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASG A 2 1884.9105 1884.9127 0.0022 0 1.15 3.58 0.529 0 1 17 34 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGA Y 2 1955.9476 1955.9566 0.0090 0 4.61 4.569 0.514 0 1 21 36 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R LSAEKPVYTSVDQYAASGA Y 2 1955.9476 1955.9615 0.0139 0 7.11 3.334 0.461 0 1 17 36 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAY Y 2 2119.0109 2119.0069 -0.0040 0 -1.88 4.327 0.535 0 1 23 38 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAY Y 2 2119.0109 2119.0143 0.0033 0 1.57 5.08 0.575 0 1 24 38 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYT A 3 2383.1219 2383.1250 0.0030 0 1.27 3.365 0.437 0 1 27 84 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYT A 2 2383.1219 2383.1263 0.0044 0 1.84 5.124 0.519 0 1 25 42 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYT A 2 2383.1219 2383.1224 0.0005 0 0.20 5.173 0.505 0 1 24 42 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYT A 2 2383.1219 2383.1249 0.0029 0 1.23 5.186 0.458 0 1 24 42 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYT A 2 2383.1219 2383.1256 0.0037 0 1.54 5.128 0.494 0 1 25 42 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9975 R LSAEKPVYTSVDQYAASGAYYT A 3 2383.1219 2383.1235 0.0016 0 0.66 3.063 0.318 0 1 26 84 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9946 R LSAEKPVYTSVDQYAASGAYYT A 2 2383.1219 2383.1297 0.0078 0 3.28 3.165 0.257 0.2 1 21 42 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9601 R LSAEKPVYTSVDQYAASGAYYT A 2 2383.1219 2383.1234 0.0015 0 0.61 3.053 0.158 0.2 1 19 42 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4613 0.0209 0 6.96 3.977 0.427 0 1 29 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 2 3008.4403 3008.4449 0.0046 0 1.53 5.872 0.642 0 1 29 54 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4494 0.0090 0 3.00 5.243 0.565 0 1 32 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4433 0.0030 0 1.00 4.024 0.463 0 1 30 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 2 3008.4403 3008.4537 0.0134 0 4.45 6.286 0.589 0 1 29 54 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4473 0.0070 0 2.33 3.501 0.285 0 1 26 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 2 3008.4403 3008.4408 0.0004 0 0.15 5.856 0.651 0 1 28 54 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 2 3008.4403 3009.4454 1.0051 -1.0034 0.59 5.911 0.632 0 1 29 54 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4431 0.0028 0 0.94 4.208 0.421 0 1 28 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4587 0.0184 0 6.11 3.977 0.384 0 1 32 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4521 0.0118 0 3.92 3.821 0.375 0 1 32 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4669 0.0266 0 8.85 3.54 0.324 0 1 27 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4567 0.0164 0 5.44 3.788 0.304 0.1 1 28 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4477 0.0074 0 2.46 4.14 0.494 0 1 31 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4441 0.0037 0 1.24 4.172 0.395 0 1 30 108 2 0 1



Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3009.4582 1.0178 -1.0034 4.82 3.52 0.293 0 1 29 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4503 0.0100 0 3.31 3.453 0.24 0.1 1 30 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 4 3008.4403 3008.4470 0.0066 0 2.21 4.275 0.274 0.1 8 37 162 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 4 3008.4403 3008.4436 0.0032 0 1.07 3.31 0.232 0.3 3 39 162 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9989 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 4 3008.4403 3008.4492 0.0088 0 2.94 3.133 0.135 0.5 3 38 162 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9984 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4382 -0.0022 0 -0.72 3.37 0.168 0.3 9 26 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9974 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4501 0.0098 0 3.25 3.558 0.129 0.1 6 26 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9965 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3008.4561 0.0158 0 5.26 3.384 0.108 0.3 2 26 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9962 R LSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3008.4403 3009.4582 1.0178 -1.0034 4.82 3.572 0.17 0.3 10 25 108 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9985 R LSAEKPVYTSVDQYAASGAYYTAVPSDRIYVTPA S 3 3652.7937 3652.8019 0.0082 0 2.24 3.526 0.364 0.1 1 35 132 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 V NIDETISSSSSQDTVQK L 2 1837.8541 1837.8584 0.0042 0 2.31 6.285 0.544 0 1 26 32 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 D QYAASGAYYTAVPSDR I 2 1718.7900 1718.7914 0.0013 0 0.77 4.507 0.47 0 1 22 30 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 D QYAASGAYYTAVPSDR I 2 1718.7900 1718.7942 0.0041 0 2.41 3.671 0.389 0 1 21 30 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RAFVGAVMAER G 3 1205.6339 1205.6345 0.0006 0 0.46 3.16 0.293 0.3 1 24 40 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RAFVGAVMAER G 3 1205.6339 1205.6370 0.0031 0 2.59 2.854 0.249 0.5 1 25 40 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 K RAFVGAVMAER G 3 1205.6339 1205.6352 0.0013 0 1.07 3.084 0.213 0.3 1 27 40 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 K RAFVGAVMAER G 3 1205.6339 1205.6371 0.0032 0 2.66 2.658 0.188 0.5 1 25 40 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 K RAFVGAVMAER G 2 1205.6339 1205.6360 0.0020 0 1.69 2.952 0.138 0.1 1 16 20 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9994 K RAFVGAVMAER G 2 1205.6339 1205.6347 0.0008 0 0.68 2.906 0.128 0.1 1 17 20 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9990 K RAFVGAVMAER G 3 1205.6339 1205.6344 0.0005 0 0.39 2.633 0.152 0.2 1 24 40 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9460 K RAFVGAVMAER G 3 1205.6339 1205.6370 0.0030 0 2.51 2.055 0.077 4.4 9 21 40 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9756 K RAFVGAVMAERGDR L 3 1533.7834 1535.6790 1.8956 -2.0067 -72.47 2.746 0.133 1 1 23 52 2 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 L RISSPGGSAASSESMYLAVK R 2 2012.9888 2012.9872 -0.0017 0 -0.83 4.272 0.486 0 1 21 38 1 1 1 RISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 L RISSPGGSAASSESMYLAVK R 3 2012.9888 2012.9890 0.0002 0 0.07 3.539 0.427 0 1 34 76 1 1 1 RISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 L RISSPGGSAASSESMYLAVK R 2 1996.9888 1996.9951 0.0063 0 3.14 4.615 0.452 0 1 24 38 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9997 L RISSPGGSAASSESMYLAVK R 3 1996.9888 1996.9931 0.0042 0 2.12 3.817 0.383 0 1 37 76 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 L RISSPGGSAASSESMYLAVK R 3 1996.9888 1996.9920 0.0031 0 1.57 3.233 0.416 0 1 33 76 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9993 L RISSPGGSAASSESMYLAVK R 3 2012.9888 2012.9853 -0.0035 0 -1.74 2.925 0.422 0 1 35 76 1 1 1 RISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9986 L RISSPGGSAASSESMYLAVK R 3 2012.9888 2012.9868 -0.0020 0 -1.02 3.234 0.371 0 1 33 76 1 1 1 RISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9982 L RISSPGGSAASSESMYLAVK R 3 2012.9888 2012.9910 0.0022 0 1.08 3.043 0.378 0 1 34 76 1 1 1 RISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9978 L RISSPGGSAASSESMYLAVK R 2 1996.9888 1996.9906 0.0018 0 0.88 4.323 0.322 0 1 21 38 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9974 L RISSPGGSAASSESMYLAVK R 2 2012.9888 2012.9861 -0.0028 0 -1.37 3.235 0.419 0 1 17 38 1 1 1 RISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9972 L RISSPGGSAASSESMYLAVK R 2 1996.9888 1996.9916 0.0027 0 1.37 4.22 0.317 0 1 19 38 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9942 L RISSPGGSAASSESMYLAVK R 3 1996.9888 1996.9927 0.0039 0 1.94 3.272 0.319 0 1 30 76 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9930 L RISSPGGSAASSESMYLAVK R 3 1996.9888 1996.9909 0.0020 0 1.02 3.401 0.303 0 1 30 76 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9880 L RISSPGGSAASSESMYLAVK R 3 2012.9888 2012.9875 -0.0013 0 -0.65 2.821 0.327 0.1 1 28 76 1 1 1 RISSPGGSAASSESM[147]YLAVK
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9855 L RISSPGGSAASSESMYLAVK R 2 1996.9888 1996.9936 0.0048 0 2.40 4.056 0.237 0 1 19 38 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9836 L RISSPGGSAASSESMYLAVK R 3 1996.9888 1998.0082 1.0193 -1.0034 8.01 2.832 0.357 0.1 1 29 76 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9707 L RISSPGGSAASSESMYLAVK R 3 1996.9888 1996.9905 0.0017 0 0.84 3.92 0.218 0.4 1 33 76 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9684 L RISSPGGSAASSESMYLAVK R 3 1996.9888 1996.9943 0.0055 0 2.76 3.462 0.244 0.1 1 34 76 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9133 L RISSPGGSAASSESMYLAVK R 2 1996.9888 1996.9895 0.0007 0 0.33 3.842 0.172 0 2 17 38 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9010 L RISSPGGSAASSESMYLAVK R 3 1996.9888 1996.9932 0.0044 0 2.21 2.585 0.267 0.2 1 30 76 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9990 K RLSAEKPVYTSVD Q 2 1463.7620 1463.7621 0.0000 0 0.02 2.825 0.379 0 1 15 24 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9952 K RLSAEKPVYTSVD Q 2 1463.7620 1463.7628 0.0008 0 0.52 2.506 0.355 0 2 13 24 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASG A 2 2041.0116 2040.9992 -0.0124 0 -6.07 4.063 0.47 0 1 18 36 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9617 K RLSAEKPVYTSVDQYAASG A 2 2041.0116 2040.9996 -0.0120 0 -5.89 2.415 0.248 0.1 1 15 36 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9959 K RLSAEKPVYTSVDQYAASGA Y 2 2112.0487 2113.0509 1.0022 -1.0034 -0.57 3.402 0.347 0 1 18 38 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAY Y 2 2275.1121 2275.1087 -0.0034 0 -1.49 3.636 0.492 0 1 21 40 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 K RLSAEKPVYTSVDQYAASGAY Y 2 2275.1121 2275.0836 -0.0285 0 -12.54 3.475 0.403 0 1 17 40 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYT A 3 2539.2231 2539.2253 0.0022 0 0.86 5.024 0.546 0 1 37 88 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYT A 3 2539.2231 2539.2266 0.0035 0 1.36 4.362 0.592 0 1 33 88 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYT A 3 2539.2231 2539.2240 0.0009 0 0.35 4.733 0.577 0 1 35 88 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYT A 2 2539.2231 2539.2250 0.0018 0 0.72 4.4 0.513 0 1 20 44 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYT A 2 2539.2231 2539.2271 0.0040 0 1.58 4.01 0.569 0 1 21 44 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9534 K RLSAEKPVYTSVDQYAASGAYYT A 3 2539.2231 2539.2183 -0.0048 0 -1.88 2.979 0.268 0.9 15 22 88 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3164.5424 0.0010 0 0.30 7.398 0.594 0 1 48 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3166.5401 1.9986 -2.0067 -2.55 6.803 0.466 0 1 41 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3164.5486 0.0072 0 2.27 7.408 0.58 0 1 45 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3165.5652 1.0238 -1.0034 6.46 4.568 0.333 0 1 33 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3164.5515 0.0101 0 3.20 4.296 0.229 0.2 2 28 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3166.5682 2.0267 -2.0067 6.33 6.99 0.531 0 1 42 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 2 3164.5414 3165.5526 1.0112 -1.0034 2.47 4.498 0.532 0 1 19 56 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9999 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 4 3164.5414 3164.5498 0.0083 0 2.63 3.363 0.185 1 1 37 168 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9996 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3164.5475 0.0061 0 1.92 4.21 0.133 0 1 32 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9941 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3164.5582 0.0167 0 5.29 2.504 0.139 0.7 1 32 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9536 K RLSAEKPVYTSVDQYAASGAYYTAVPSDR I 3 3164.5414 3164.5479 0.0064 0 2.04 2.805 0.014 0.3 1 32 112 2 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9984 A SGAYYTAVPSDR I 2 1285.5939 1285.5940 0.0000 0 0.03 2.633 0.387 0 2 15 22 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 A SLVGHVGVIGTAPSDGLSPAATTGPDK A 3 2503.2918 2503.2976 0.0058 0 2.32 5.872 0.419 0 1 47 104 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 A SLVGHVGVIGTAPSDGLSPAATTGPDK A 3 2503.2918 2503.2976 0.0058 0 2.32 5.677 0.436 0 1 46 104 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 A SLVGHVGVIGTAPSDGLSPAATTGPDK A 3 2503.2918 2503.2942 0.0023 0 0.93 5.142 0.399 0 1 42 104 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9028 E SMYLAVK R 2 810.4309 810.4321 0.0012 0 1.45 1.993 0.239 0.1 6 10 12 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9998 G TAPSDGLSPAATTGPDK A 2 1584.7631 1584.7671 0.0039 0 2.49 2.898 0.488 0 1 20 32 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9991 G TAPSDGLSPAATTGPDK A 2 1584.7631 1584.7661 0.0030 0 1.87 3.011 0.377 0 1 22 32 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 H VGVIGTAPSDGLSPAATTGPDK A 2 2010.0269 2011.0489 1.0220 -1.0034 9.28 5.489 0.6 0 1 25 42 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 H VGVIGTAPSDGLSPAATTGPDK A 2 2010.0269 2010.0283 0.0014 0 0.68 4.301 0.606 0 1 25 42 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 G VIGTAPSDGLSPAATTGPDK A 2 1853.9370 1853.9397 0.0026 0 1.43 4.358 0.509 0 1 28 38 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 G VIGTAPSDGLSPAATTGPDK A 2 1853.9370 1853.9416 0.0046 0 2.48 4.54 0.587 0 1 28 38 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 G VIGTAPSDGLSPAATTGPDK A 2 1853.9370 1853.9382 0.0012 0 0.64 3.984 0.523 0 1 26 38 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9968 G VIGTAPSDGLSPAATTGPDKAHR G 4 2218.1342 2218.1350 0.0007 0 0.33 3.524 0.268 0 1 41 132 1 1 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 A VVNIDETISSSSSQDTVQK L 2 2035.9909 2035.9796 -0.0113 0 -5.57 5.316 0.65 0 1 28 36 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 1 A VVNIDETISSSSSQDTVQK L 2 2035.9909 2035.9858 -0.0051 0 -2.51 5.84 0.613 0 1 25 36 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9856 A VVNIDETISSSSSQDTVQK L 2 2035.9909 2036.0016 0.0106 0 5.22 3.235 0.194 0.1 1 17 36 1 0 1
Q5UY42_HALMA 1 Proteinase IV-like edp rrnAC3099 308 63.6 49 1106 0.9150 A YYTAVPSDRIYVTPASLVGHVGVIGTAPSDGLSPAATTGPDK A 4 4200.1379 4202.1309 1.9930 -2.0067 -3.27 4.385 0.166 0.1 1 39 246 1 1 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8690 -0.0037 0 -2.02 6.025 0.468 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9954 N AVLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 4 3180.6779 3180.6801 0.0022 0 0.69 3.563 0.226 0.1 1 44 204 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8646 -0.0081 0 -4.43 3.49 0.381 0 1 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.748 0.579 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8720 -0.0008 0 -0.41 3.661 0.399 0 1 35 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8747 0.0020 0 1.09 5.304 0.441 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8758 0.0031 0 1.70 4.189 0.467 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8744 0.0016 0 0.90 4.82 0.492 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8736 0.0009 0 0.49 4.757 0.54 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 5.072 0.365 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 4.681 0.587 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8800 0.0073 0 3.98 5.64 0.44 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.726 0.58 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 5.237 0.351 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8735 0.0008 0 0.43 4.648 0.568 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8854 0.0127 0 6.93 4.908 0.474 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8706 -0.0021 0 -1.14 3.5 0.387 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8662 0.9934 -1.0034 -5.39 4.258 0.47 0 1 35 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.524 0.569 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8722 -0.0006 0 -0.31 4.97 0.59 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.8782 1.0054 -1.0034 1.15 4.922 0.501 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8774 0.0047 0 2.58 4.393 0.559 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8751 0.0024 0 1.29 4.704 0.537 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8736 0.0009 0 0.50 4.921 0.331 0 1 23 36 2 0 1



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8744 1.0017 -1.0034 -0.91 4.809 0.584 0 1 40 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 4.926 0.543 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8736 0.0009 0 0.49 5.751 0.463 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8778 0.0051 0 2.78 4.577 0.533 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 5.005 0.602 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8749 0.0022 0 1.20 5.147 0.539 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8787 0.0060 0 3.24 3.887 0.422 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.575 0.566 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8792 0.0065 0 3.58 4.7 0.578 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8744 0.0016 0 0.90 5.617 0.404 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8640 -0.0087 0 -4.73 4.006 0.464 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 5.41 0.412 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 5.502 0.389 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8774 0.0047 0 2.58 4.489 0.562 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8744 0.0016 0 0.90 4.727 0.56 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8731 0.0003 0 0.19 5.368 0.445 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 4.827 0.561 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 4.735 0.615 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8734 0.0007 0 0.36 5.479 0.388 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1822.8654 1.9927 -2.0067 -7.68 5.997 0.466 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8582 -0.0146 0 -7.99 4.715 0.496 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8789 0.0062 0 3.38 4.556 0.584 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8742 0.0014 0 0.79 5.855 0.543 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 4.788 0.579 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8776 0.0049 0 2.70 5.802 0.468 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8736 0.0008 0 0.45 4.261 0.376 0 1 34 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8774 0.0047 0 2.58 5.335 0.34 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8731 0.0004 0 0.23 5.063 0.575 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8756 0.0029 0 1.57 5.888 0.523 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8736 0.0009 0 0.50 4.899 0.57 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8786 0.0059 0 3.25 4.216 0.542 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8738 0.0011 0 0.59 4.215 0.409 0 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8601 0.9874 -1.0034 -8.68 4.752 0.51 0 1 34 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 5.383 0.412 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 4.838 0.564 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 3.692 0.294 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8730 0.0003 0 0.15 4.049 0.423 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 5.313 0.581 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 4.248 0.548 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8683 -0.0045 0 -2.43 5.57 0.521 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8802 0.0075 0 4.12 4.712 0.361 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8726 -0.0001 0 -0.05 3.647 0.464 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8791 0.0064 0 3.51 4.638 0.362 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 5.479 0.401 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8811 0.0083 0 4.54 5.188 0.499 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8765 0.0038 0 2.05 5.006 0.549 0 1 37 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8780 0.0053 0 2.91 4.454 0.556 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 5.744 0.389 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8767 0.0040 0 2.20 5.87 0.49 0 1 45 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8755 1.0028 -1.0034 -0.31 3.174 0.381 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.732 0.556 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8806 0.0079 0 4.32 5.463 0.421 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.66 0.577 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8785 0.0058 0 3.18 4.379 0.497 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8750 0.0023 0 1.24 4.607 0.577 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8739 0.0012 0 0.63 4.896 0.539 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8799 0.0071 0 3.92 4.703 0.29 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8729 0.0002 0 0.10 4.778 0.596 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 4.841 0.562 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 5.297 0.374 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 4.539 0.516 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8774 0.0047 0 2.58 4.367 0.565 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8780 0.0053 0 2.91 4.468 0.582 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.405 0.54 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8754 0.0027 0 1.50 4.047 0.368 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8719 -0.0008 0 -0.44 5.516 0.351 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8767 0.0040 0 2.20 5.185 0.528 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8763 0.0036 0 1.97 5.073 0.31 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8813 0.0086 0 4.71 4.28 0.497 0 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8808 1.0081 -1.0034 2.58 3.969 0.477 0 1 33 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 5.726 0.355 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 5.977 0.55 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8648 -0.0080 0 -4.33 3.143 0.266 0 1 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8745 0.0018 0 0.99 5.251 0.565 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8775 0.0048 0 2.64 4.881 0.346 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 4.523 0.524 0 1 35 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8734 0.0007 0 0.39 5.964 0.461 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8750 0.0023 0 1.24 4.75 0.556 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8769 0.0042 0 2.31 5.854 0.536 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.489 0.559 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8731 0.0004 0 0.23 4.88 0.508 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8733 0.0005 0 0.30 4.435 0.582 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8764 0.0036 0 2.00 4.376 0.496 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8650 -0.0078 0 -4.22 5.252 0.547 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8797 0.0070 0 3.85 5.545 0.539 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8794 0.0066 0 3.65 5.438 0.382 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 5.482 0.312 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.565 0.557 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8771 0.0044 0 2.40 5.462 0.501 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.836 0.615 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 3.633 0.442 0 1 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.7882 0.9154 -1.0034 -48.28 5.193 0.497 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 4.517 0.554 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8671 -0.0056 0 -3.04 3.901 0.509 0 1 27 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8800 0.0073 0 3.98 5.409 0.386 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.321 0.548 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8739 1.0011 -1.0034 -1.20 4.565 0.524 0 1 36 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8770 0.0043 0 2.35 3.494 0.425 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 4.618 0.546 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8750 0.0023 0 1.24 5.653 0.367 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8854 0.0127 0 6.93 4.431 0.523 0 1 23 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8695 -0.0032 0 -1.77 5.867 0.555 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8679 -0.0048 0 -2.63 5.534 0.571 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.19 0.541 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8767 0.0040 0 2.20 5.89 0.522 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8785 0.0058 0 3.18 4.723 0.535 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8769 0.0042 0 2.31 4.747 0.584 0 1 27 36 2 0 1



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 4.719 0.569 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8763 0.0036 0 1.97 4.492 0.564 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 5.693 0.414 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8778 0.0050 0 2.75 4.323 0.525 0 1 34 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8723 -0.0004 0 -0.24 5.123 0.474 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8680 -0.0047 0 -2.56 5.924 0.558 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8750 0.0023 0 1.24 4.987 0.563 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8697 -0.0030 0 -1.65 4.979 0.587 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 5.038 0.565 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 4.337 0.573 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8822 0.0094 0 5.14 4.145 0.526 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8756 0.0029 0 1.57 4.299 0.32 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 4.402 0.55 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8795 0.0068 0 3.72 4.46 0.547 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 4.661 0.583 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 5.462 0.417 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 5.408 0.423 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8773 0.0046 0 2.50 4.621 0.397 0 1 28 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 5.87 0.366 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8734 0.0007 0 0.36 5.066 0.565 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 4.728 0.559 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 5.372 0.411 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 5.79 0.528 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 4.503 0.584 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8775 0.0048 0 2.64 4.431 0.55 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 5.364 0.379 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8769 0.0042 0 2.30 5.929 0.522 0 1 45 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8740 0.0013 0 0.69 4.286 0.424 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8733 0.0005 0 0.30 4.715 0.578 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 4.814 0.558 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8697 -0.0030 0 -1.63 5.711 0.581 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8646 -0.0081 0 -4.42 4.608 0.525 0 1 23 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8706 -0.0021 0 -1.14 4.732 0.519 0 1 33 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8736 0.0009 0 0.49 3.678 0.411 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8691 -0.0036 0 -1.96 4.815 0.614 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8751 0.0024 0 1.29 5.344 0.558 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8754 0.0027 0 1.45 4.416 0.483 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8688 -0.0039 0 -2.14 5.944 0.512 0 1 40 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8625 0.9898 -1.0034 -7.38 4.222 0.51 0 1 22 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8785 0.0058 0 3.18 5.058 0.43 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8724 -0.0003 0 -0.17 4.894 0.597 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8720 -0.0008 0 -0.41 4.376 0.481 0 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 4.892 0.554 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 4.508 0.538 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8813 0.0086 0 4.71 3.506 0.364 0 1 35 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8733 0.0005 0 0.30 4.399 0.544 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 4.771 0.56 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8684 -0.0043 0 -2.36 4.628 0.578 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8783 0.0055 0 3.05 5.276 0.392 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 4.998 0.389 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8741 0.0014 0 0.77 4.651 0.586 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8785 0.0058 0 3.18 4.492 0.556 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8731 0.0003 0 0.19 5.657 0.509 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8719 -0.0008 0 -0.44 4.612 0.332 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8778 0.0051 0 2.80 4.535 0.505 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8731 0.0004 0 0.23 4.649 0.541 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8775 0.0048 0 2.64 4.521 0.577 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 4.907 0.563 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 2.899 0.282 0.1 1 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8775 0.0048 0 2.64 4.78 0.371 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8788 0.0060 0 3.31 4.48 0.551 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.472 0.503 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8785 0.0058 0 3.18 5.651 0.385 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1838.8882 2.0154 -2.0067 4.76 3.985 0.477 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8784 0.0057 0 3.11 4.454 0.575 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8775 0.0048 0 2.64 4.7 0.588 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1834.8951 -1.9776 2 12.19 6.4 0.443 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8736 0.0009 0 0.50 4.739 0.561 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8731 0.0004 0 0.23 4.955 0.565 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8777 0.0049 0 2.71 4.767 0.552 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 4.613 0.545 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8736 0.0009 0 0.50 4.765 0.577 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 4.816 0.546 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8731 0.0003 0 0.19 5.517 0.518 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8765 0.0038 0 2.10 4.692 0.536 0 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8827 0.0099 0 5.41 5.846 0.547 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8789 0.0062 0 3.38 5.294 0.377 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 4.567 0.577 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8767 0.0040 0 2.20 3.521 0.356 0 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8728 0.0001 0 0.03 4.583 0.543 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8704 -0.0023 0 -1.24 2.967 0.412 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 4.501 0.561 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 4.465 0.488 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8795 0.0068 0 3.72 4.231 0.576 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8753 0.0025 0 1.40 3.696 0.453 0 1 30 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8773 0.0046 0 2.50 3.887 0.458 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8784 0.0057 0 3.11 5.721 0.509 0 1 45 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 5.641 0.362 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 1 1820.8727 1820.8822 0.0095 0 5.23 4.29 0.419 0 1 23 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8765 0.0038 0 2.10 4.954 0.456 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8736 0.0009 0 0.49 5.677 0.46 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8699 -0.0028 0 -1.54 3.425 0.362 0 4 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8654 0.9927 -1.0034 -5.78 5.449 0.602 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8732 0.0005 0 0.25 4.101 0.441 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8785 0.0058 0 3.18 4.389 0.554 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 5.792 0.562 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8800 0.0073 0 4.01 4.675 0.553 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8801 0.0074 0 4.05 4.421 0.54 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8784 0.0057 0 3.11 6.235 0.495 0 1 45 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8735 0.0008 0 0.43 4.545 0.587 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.76 0.556 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 5.466 0.383 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8659 -0.0068 0 -3.69 5.105 0.591 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8807 0.0080 0 4.39 5.606 0.337 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8806 0.0079 0 4.31 5.133 0.513 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.206 0.533 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8730 0.0003 0 0.16 5.136 0.413 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 3.086 0.336 0 2 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8782 0.0055 0 3.00 5.599 0.51 0 1 44 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8734 0.0007 0 0.36 4.554 0.561 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8609 -0.0118 0 -6.42 5.818 0.572 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 4.733 0.58 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8659 -0.0069 0 -3.73 4.302 0.459 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8720 -0.0007 0 -0.37 5.465 0.537 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8722 -0.0006 0 -0.30 5.041 0.6 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8854 0.0127 0 6.93 4.681 0.261 0 1 21 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8766 0.0038 0 2.11 4.511 0.571 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 5.322 0.355 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8766 0.0038 0 2.11 5.009 0.568 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8635 -0.0092 0 -5.03 2.66 0.346 0.2 1 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8734 0.0007 0 0.36 5.071 0.547 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 4.463 0.245 0 1 23 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8692 -0.0035 0 -1.90 4.833 0.564 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8783 0.0055 0 3.05 4.394 0.593 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8482 -0.0246 0 -13.37 3.556 0.384 0 1 27 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8681 -0.0046 0 -2.53 3.663 0.472 0 1 30 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8784 0.0057 0 3.11 4.398 0.582 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.9085 0.0358 0 19.67 4.724 0.557 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 4.734 0.559 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 4.518 0.576 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8762 0.0035 0 1.90 4.463 0.456 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8763 0.0036 0 1.96 5.608 0.572 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8655 -0.0073 0 -3.96 4.737 0.496 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8778 0.0051 0 2.78 4.318 0.542 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8755 0.0027 0 1.50 4.277 0.562 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 4.629 0.541 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 3.083 0.327 0 1 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8740 1.0013 -1.0034 -1.10 5.005 0.592 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8756 0.0029 0 1.60 3.191 0.349 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8754 0.0027 0 1.50 5.19 0.484 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 4.965 0.578 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8735 0.0008 0 0.43 5.022 0.555 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8708 -0.0019 0 -1.03 4.643 0.576 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8775 0.0048 0 2.64 5.414 0.409 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8756 0.0029 0 1.57 4.797 0.559 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8787 0.0060 0 3.31 4.63 0.541 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.865 0.549 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8780 0.0053 0 2.90 5.301 0.546 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8677 -0.0050 0 -2.74 3.933 0.473 0 1 23 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8755 0.0027 0 1.50 4.62 0.583 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8697 -0.0030 0 -1.63 5.944 0.601 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 5.507 0.364 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 4.275 0.576 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8762 0.0035 0 1.90 3.557 0.418 0 1 29 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 4.883 0.557 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8741 0.0014 0 0.77 5.645 0.551 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8797 0.0069 0 3.81 5.238 0.537 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8733 0.0005 0 0.29 3.961 0.372 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8756 0.0029 0 1.60 5.891 0.51 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8769 0.0042 0 2.30 5.255 0.499 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8703 -0.0025 0 -1.34 3.103 0.341 0.1 2 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 4.846 0.568 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8705 -0.0023 0 -1.23 6.11 0.487 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.551 0.527 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8723 -0.0004 0 -0.21 3.939 0.421 0 1 35 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8672 -0.0056 0 -3.03 5.082 0.507 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8745 0.0018 0 0.99 4.095 0.489 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8756 0.0029 0 1.60 4.426 0.432 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 4.868 0.585 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8700 -0.0028 0 -1.50 5.612 0.547 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8766 0.0038 0 2.11 4.892 0.564 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.397 0.557 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 4.407 0.543 0 1 34 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8667 -0.0061 0 -3.29 5.077 0.545 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8777 0.0049 0 2.71 4.594 0.571 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8654 0.9927 -1.0034 -5.78 5.884 0.576 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8725 -0.0002 0 -0.11 5.478 0.363 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8875 0.0147 0 8.03 4.945 0.5 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 4.782 0.567 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8682 -0.0045 0 -2.44 3.88 0.477 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 5.09 0.592 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8802 0.0075 0 4.12 5.046 0.284 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8782 0.0055 0 3.00 5.132 0.463 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8795 0.0068 0 3.72 4.611 0.37 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8733 0.0005 0 0.30 4.621 0.553 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8802 0.0075 0 4.12 5.543 0.383 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8728 0.0001 0 0.05 4.141 0.532 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8654 0.9927 -1.0034 -5.78 5.782 0.596 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8746 1.0019 -1.0034 -0.81 3.875 0.526 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8658 -0.0069 0 -3.76 4.838 0.617 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 4.761 0.527 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8795 0.0068 0 3.72 4.432 0.534 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.2382 0.3654 0 198.95 3.485 0.414 0 1 33 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8740 0.0013 0 0.69 4.432 0.441 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8740 0.0013 0 0.69 5.032 0.546 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 5.615 0.395 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.617 0.397 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8645 0.9918 -1.0034 -6.31 4.079 0.443 0 1 23 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8740 0.0013 0 0.70 4.655 0.57 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8692 -0.0035 0 -1.92 4.825 0.429 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.478 0.568 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8751 0.0024 0 1.30 3.514 0.457 0 1 25 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8854 0.0127 0 6.93 3.817 0.422 0 1 18 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8786 0.0059 0 3.25 5.511 0.399 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8722 -0.0006 0 -0.30 5.665 0.569 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1821.8854 1.0127 -1.0034 5.15 5.421 0.546 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.9382 1.0654 -1.0034 34.10 5.682 0.479 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.305 0.549 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8773 0.0046 0 2.49 5.283 0.583 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8764 0.0037 0 2.04 4.664 0.583 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8673 -0.0054 0 -2.96 5.347 0.57 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.8782 1.0054 -1.0034 1.15 5.231 0.443 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8776 0.0049 0 2.70 5.586 0.434 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 5.083 0.38 0 1 24 36 2 0 1



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 4.6 0.563 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8769 0.0042 0 2.31 4.875 0.534 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8664 0.9936 -1.0034 -5.29 4.586 0.464 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1838.8795 2.0068 -2.0067 0.03 5.626 0.53 0 1 36 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8783 0.0055 0 3.05 5.447 0.354 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8771 0.0044 0 2.40 5.62 0.437 0 1 44 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8800 0.0073 0 3.98 5.708 0.388 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8773 0.0046 0 2.50 4.676 0.499 0 1 35 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 4.603 0.572 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 4.761 0.543 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8745 0.0018 0 0.96 4.592 0.461 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8664 -0.0063 0 -3.43 4.679 0.476 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8806 0.0079 0 4.32 4.525 0.564 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8661 -0.0067 0 -3.63 5.625 0.541 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8742 1.0015 -1.0034 -1.00 4.759 0.503 0 1 35 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8755 0.0027 0 1.50 5.04 0.564 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 4.991 0.535 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 5.447 0.342 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8749 0.0022 0 1.20 3.739 0.529 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8764 0.0036 0 2.00 4.657 0.483 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8699 -0.0028 0 -1.54 5.009 0.553 0 1 37 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 5.375 0.351 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 4.268 0.482 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8769 0.0042 0 2.31 4.568 0.556 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8758 0.0031 0 1.69 5.647 0.545 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8780 0.0053 0 2.91 5.519 0.397 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8789 0.0062 0 3.38 4.642 0.566 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8811 0.0084 0 4.59 4.175 0.497 0 1 23 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8728 0.0001 0 0.03 4.365 0.54 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8747 0.0020 0 1.09 5.418 0.465 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8763 0.0036 0 1.95 3.59 0.424 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 5.141 0.36 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8668 -0.0059 0 -3.23 3.976 0.473 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.588 0.546 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8789 0.0062 0 3.41 5.985 0.554 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 4.321 0.437 0 1 27 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8741 0.0014 0 0.77 4.901 0.584 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 5.404 0.38 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8769 0.0042 0 2.31 4.725 0.542 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8692 -0.0036 0 -1.94 3.981 0.48 0 1 34 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8740 0.0013 0 0.70 4.92 0.582 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8785 0.0058 0 3.18 4.684 0.555 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8756 0.0029 0 1.57 5.267 0.382 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8790 0.0063 0 3.45 5.431 0.385 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8701 -0.0026 0 -1.44 6.751 0.569 0 1 39 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8783 0.0055 0 3.05 4.531 0.581 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 4.583 0.415 0 1 23 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8788 0.0060 0 3.31 4.617 0.546 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8712 -0.0015 0 -0.84 3.701 0.468 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 4.871 0.531 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8750 0.0023 0 1.24 4.518 0.233 0.1 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8823 0.0096 0 5.26 4.413 0.546 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8790 0.0063 0 3.45 4.466 0.583 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8750 0.0023 0 1.24 4.676 0.573 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8854 0.0127 0 6.93 4.908 0.501 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.543 0.565 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8766 0.0038 0 2.11 5.132 0.364 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 3.627 0.43 0 1 21 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8725 -0.0002 0 -0.11 4.58 0.37 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8725 -0.0002 0 -0.10 5.224 0.522 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8769 0.0042 0 2.31 4.721 0.549 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8775 0.0048 0 2.64 4.8 0.597 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 4.761 0.543 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8767 0.0040 0 2.20 5.908 0.466 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 6.047 0.545 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8764 0.0037 0 2.04 4.799 0.369 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8648 -0.0080 0 -4.33 3.221 0.358 0 4 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8679 -0.0048 0 -2.63 4.883 0.574 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8828 1.0101 -1.0034 3.68 3.453 0.396 0 2 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 4.95 0.573 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 4.517 0.551 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.765 0.538 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 3.392 0.309 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8756 0.0029 0 1.57 5.348 0.371 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8711 -0.0017 0 -0.91 4.957 0.59 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8764 0.0037 0 2.04 4.44 0.573 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8664 -0.0063 0 -3.43 5.258 0.545 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8799 0.0071 0 3.92 5.56 0.481 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.343 0.584 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8786 0.0058 0 3.21 5.409 0.445 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8733 0.0005 0 0.29 4.935 0.525 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.9682 1.0954 -1.0034 50.58 4.381 0.444 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 4.606 0.518 0 1 21 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8659 -0.0069 0 -3.73 3.237 0.411 0 1 27 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8709 -0.0019 0 -1.02 4.774 0.383 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8769 0.0041 0 2.25 3.582 0.432 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 4.685 0.551 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 4.258 0.468 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8787 0.0060 0 3.31 5.886 0.521 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.78 0.559 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8741 0.0014 0 0.77 4.34 0.224 0.1 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8700 -0.0028 0 -1.50 4.691 0.511 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8759 0.0032 0 1.76 5.598 0.585 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.404 0.557 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 4.395 0.54 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 5.612 0.559 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8767 0.0040 0 2.20 4.834 0.441 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 4.95 0.554 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 4.422 0.522 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8778 0.0051 0 2.78 4.066 0.507 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8758 0.0031 0 1.70 6.48 0.463 0 1 44 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.811 0.557 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8703 -0.0024 0 -1.31 4.719 0.565 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8794 0.0066 0 3.65 4.359 0.571 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8725 -0.0002 0 -0.11 4.531 0.557 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 4.384 0.579 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8766 0.0038 0 2.11 4.742 0.576 0 1 27 36 2 0 1



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8718 -0.0009 0 -0.50 5.624 0.513 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8666 -0.0061 0 -3.33 3.404 0.428 0.1 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.027 0.292 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 5.695 0.354 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8749 0.0022 0 1.20 3.455 0.39 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8735 0.0008 0 0.43 6.112 0.584 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 4.771 0.613 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8589 -0.0138 0 -7.52 4.677 0.495 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 4.604 0.523 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8801 0.0074 0 4.05 5.554 0.4 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 4.76 0.408 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8661 -0.0067 0 -3.63 4.951 0.559 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8807 0.0080 0 4.39 4.622 0.505 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8832 1.0105 -1.0034 3.88 4.599 0.518 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.619 0.58 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8734 0.0007 0 0.39 3.828 0.486 0 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8755 0.0027 0 1.50 4.194 0.546 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8742 0.0014 0 0.79 4.753 0.455 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8728 0.0001 0 0.03 4.892 0.578 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8783 0.0055 0 3.05 4.603 0.562 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 5.433 0.603 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 5.451 0.395 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8982 1.0254 -1.0034 12.03 4.552 0.446 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8735 0.0008 0 0.43 4.701 0.514 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8729 0.0002 0 0.09 3.822 0.31 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1838.8756 2.0029 -2.0067 -2.06 5.144 0.536 0 1 36 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.718 0.559 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8744 0.0016 0 0.90 4.407 0.354 0 1 23 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8778 0.0051 0 2.78 4.46 0.578 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8736 0.0009 0 0.50 4.423 0.565 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8709 -0.0018 0 -0.97 4.612 0.512 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8699 -0.0028 0 -1.54 4.161 0.414 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 4.659 0.583 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8785 0.0058 0 3.18 5.323 0.396 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8762 0.0035 0 1.90 5.673 0.449 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8694 -0.0034 0 -1.83 5.076 0.56 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8860 0.0132 0 7.21 5.209 0.547 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 4.447 0.477 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8784 0.0057 0 3.11 4.177 0.504 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8790 0.0063 0 3.45 5.753 0.556 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8731 0.0003 0 0.19 5.251 0.516 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 4.519 0.522 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8787 0.0060 0 3.31 4.369 0.293 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8786 0.0059 0 3.25 5.566 0.399 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 4.537 0.567 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 5.008 0.289 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 3.813 0.573 0 1 23 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8691 -0.0036 0 -1.96 5.059 0.523 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8796 0.0069 0 3.78 4.584 0.558 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 5.821 0.399 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8671 -0.0056 0 -3.04 3.895 0.436 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8701 -0.0026 0 -1.45 4.953 0.572 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8754 0.0027 0 1.50 4.265 0.361 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8790 0.0063 0 3.45 5.602 0.399 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8706 -0.0021 0 -1.17 5.034 0.581 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8794 1.0066 -1.0034 1.79 5.147 0.519 0 1 38 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8773 0.0046 0 2.51 4.735 0.473 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8764 0.0036 0 2.00 4.622 0.446 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8716 -0.0011 0 -0.62 5.282 0.445 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8819 0.0091 0 5.02 4.434 0.496 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 6.025 0.553 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8832 1.0105 -1.0034 3.88 4.631 0.519 0 1 34 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8788 0.0060 0 3.31 5.485 0.379 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8711 -0.0017 0 -0.90 6.181 0.616 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8707 -0.0020 0 -1.12 5.017 0.436 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8722 -0.0006 0 -0.31 4.805 0.543 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8764 0.0036 0 2.00 4.521 0.476 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8743 0.0016 0 0.85 3.231 0.331 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8801 0.0074 0 4.05 5.788 0.576 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8753 0.0025 0 1.40 4.5 0.479 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8798 0.0071 0 3.84 4.498 0.477 0 1 33 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.825 0.586 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8731 0.0004 0 0.23 4.343 0.583 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8736 0.0009 0 0.49 4.876 0.486 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 6.042 0.398 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8733 0.0005 0 0.29 5.402 0.606 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8803 0.0076 0 4.19 4.253 0.537 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8728 0.0001 0 0.05 5.064 0.586 0 1 37 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 4.705 0.489 0 1 35 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 4.846 0.569 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.3854 -0.4873 0 -267.61 4.147 0.443 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 5.09 0.367 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8734 0.0007 0 0.39 4.817 0.413 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 4.87 0.591 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8722 -0.0006 0 -0.30 5.267 0.53 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 4.938 0.586 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8580 -0.0147 0 -8.01 5.778 0.555 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8792 0.0065 0 3.58 4.347 0.562 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.8782 1.0054 -1.0034 1.15 4.475 0.449 0 1 35 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.8782 1.0054 -1.0034 1.15 5.851 0.474 0 1 44 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8709 -0.0019 0 -1.02 5.824 0.499 0 1 44 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 4.36 0.563 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 4.824 0.549 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8724 -0.0003 0 -0.17 5.045 0.584 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8701 -0.0026 0 -1.42 5.198 0.367 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8677 -0.0050 0 -2.74 5.278 0.521 0 1 39 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8780 0.0053 0 2.91 4.819 0.566 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8784 0.0057 0 3.11 4.999 0.365 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8756 0.0029 0 1.57 5.948 0.397 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8755 0.0027 0 1.50 5.632 0.418 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8669 -0.0058 0 -3.16 5.187 0.564 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8754 0.0027 0 1.50 5.999 0.575 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8802 0.0075 0 4.11 5.143 0.401 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 4.5 0.569 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 4.494 0.545 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8700 -0.0028 0 -1.52 4.665 0.426 0 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.474 0.532 0 1 24 36 2 0 1



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 4.386 0.551 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8777 0.0049 0 2.71 5.654 0.528 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.2254 -0.6473 1 193.71 3.702 0.499 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 4.422 0.535 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8700 -0.0028 0 -1.52 4.088 0.432 0 1 28 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 4.579 0.555 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8769 0.0042 0 2.31 4.537 0.544 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8628 -0.0100 0 -5.43 3.463 0.434 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 4.209 0.23 0.1 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8666 -0.0061 0 -3.33 4.99 0.495 0 1 35 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8746 1.0019 -1.0034 -0.81 4.019 0.438 0 1 34 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 5.411 0.423 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8733 0.0005 0 0.29 4.912 0.524 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8750 0.0023 0 1.24 5.346 0.352 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8776 0.0049 0 2.70 5.588 0.52 0 1 44 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8734 0.0007 0 0.36 4.679 0.514 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8765 0.0038 0 2.10 6.394 0.498 0 1 44 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.469 0.305 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8752 0.0025 0 1.36 3.688 0.439 0 1 18 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8685 -0.0042 0 -2.30 6.068 0.599 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8738 0.0011 0 0.59 5.062 0.47 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8716 -0.0011 0 -0.62 4.209 0.455 0 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8792 0.0065 0 3.58 4.259 0.522 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8756 0.0029 0 1.60 5.422 0.525 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 5.502 0.522 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8686 -0.0041 0 -2.24 3.808 0.442 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8703 -0.0025 0 -1.34 4.063 0.48 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8784 0.0057 0 3.11 4.351 0.471 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8854 0.0127 0 6.93 4.746 0.592 0 1 23 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8814 0.0087 0 4.74 3.953 0.504 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8749 0.0022 0 1.20 5.314 0.527 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 5.709 0.387 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8725 -0.0002 0 -0.10 4.876 0.554 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8764 0.0036 0 2.00 3.433 0.356 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 5.717 0.371 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 5.501 0.401 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8758 0.0031 0 1.70 3.592 0.429 0 1 30 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8713 -0.0014 0 -0.77 5.122 0.541 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.651 0.359 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8707 -0.0020 0 -1.12 5.349 0.527 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.558 0.57 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8747 0.0020 0 1.09 4.407 0.468 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8723 -0.0004 0 -0.21 3.827 0.491 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8712 -0.0015 0 -0.84 3.332 0.461 0 1 27 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8751 0.0024 0 1.30 4.333 0.381 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 4.164 0.528 0 1 23 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8786 0.0059 0 3.25 4.714 0.561 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 4.737 0.537 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 3.262 0.399 0 1 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8722 -0.0006 0 -0.31 4.632 0.463 0 1 36 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8703 -0.0024 0 -1.30 4.851 0.534 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8747 0.0020 0 1.09 3.435 0.34 0 1 29 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 5.593 0.371 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8683 -0.0045 0 -2.43 5.679 0.61 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8727 0.0000 0 -0.01 4.548 0.455 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 5.278 0.531 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8775 0.0047 0 2.60 3.625 0.426 0 3 25 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8799 0.0071 0 3.92 4.734 0.577 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8730 0.0003 0 0.16 4.7 0.571 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.524 0.566 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 5.554 0.408 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8830 1.0103 -1.0034 3.79 3.473 0.344 0 1 21 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8763 0.0036 0 1.97 4.898 0.559 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8712 -0.0015 0 -0.84 5.45 0.567 0 1 38 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 4.666 0.581 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 4.927 0.596 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 5.617 0.38 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8764 0.0036 0 2.00 4.451 0.513 0 1 35 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8681 -0.0047 0 -2.54 4.199 0.444 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8749 0.0022 0 1.20 3.367 0.374 0 2 29 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8690 -0.0037 0 -2.03 4.928 0.509 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8769 0.0042 0 2.29 5.653 0.566 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 4.987 0.546 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8700 -0.0028 0 -1.52 4.635 0.385 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8832 0.0104 0 5.68 4.849 0.471 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 5.009 0.58 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8788 0.0060 0 3.28 5.119 0.473 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8729 0.0002 0 0.09 5.529 0.448 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8715 -0.0012 0 -0.64 5.003 0.277 0 1 33 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 5.409 0.365 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 4.549 0.495 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 5.502 0.408 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8757 0.0030 0 1.64 5.525 0.408 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8718 -0.0009 0 -0.51 4.936 0.48 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8735 0.0008 0 0.43 4.96 0.589 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8774 0.0047 0 2.55 4.62 0.567 0 1 36 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8835 0.0108 0 5.92 4.579 0.457 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8693 -0.0034 0 -1.84 4.347 0.49 0 1 33 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8744 0.0016 0 0.90 4.451 0.329 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8764 0.0037 0 2.04 4.957 0.574 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8764 0.0037 0 2.04 4.726 0.562 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.9052 1.0325 -1.0034 15.88 6.066 0.556 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8697 -0.0030 0 -1.63 4.609 0.516 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8773 0.0046 0 2.51 5.32 0.352 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8766 0.0038 0 2.11 5.55 0.378 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.368 0.541 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 5.452 0.389 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8601 -0.0126 0 -6.88 4.843 0.529 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 3.968 0.499 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 5.615 0.413 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8598 -0.0129 0 -7.02 3.456 0.385 0 2 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 4.699 0.241 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 5.612 0.362 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8679 -0.0048 0 -2.64 3.752 0.457 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 5.837 0.551 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 5.067 0.537 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8756 0.0028 0 1.55 4.278 0.392 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8740 0.0013 0 0.69 5.653 0.6 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 3.838 0.474 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8771 0.0044 0 2.40 5.12 0.527 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 5.816 0.402 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8766 0.0038 0 2.11 4.842 0.577 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 4.589 0.564 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8792 0.0065 0 3.58 4.292 0.565 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8755 1.0028 -1.0034 -0.31 3.13 0.327 0 1 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8736 0.0009 0 0.50 5.632 0.403 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8736 0.0009 0 0.49 5.971 0.549 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8755 0.0027 0 1.50 4.942 0.6 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8727 0.0000 0 -0.01 5.46 0.505 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8701 -0.0026 0 -1.43 5.301 0.542 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 4.719 0.304 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8765 0.0038 0 2.10 4.158 0.498 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8691 -0.0036 0 -1.96 4.989 0.304 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 4.83 0.555 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.543 0.564 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8783 0.0056 0 3.05 4.056 0.383 0 1 27 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 5.91 0.555 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8760 0.0033 0 1.80 3.97 0.239 0 1 25 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8752 0.0025 0 1.36 5.883 0.568 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8705 -0.0022 0 -1.22 4.442 0.458 0 1 37 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8784 0.0057 0 3.11 4.658 0.486 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.8782 1.0054 -1.0034 1.15 3.247 0.309 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8676 0.9949 -1.0034 -4.59 3.221 0.457 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 4.463 0.577 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8791 0.0064 0 3.51 5.998 0.521 0 1 42 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8750 0.0023 0 1.24 4.859 0.583 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8753 0.0025 0 1.40 3.215 0.343 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8854 0.0127 0 6.93 4.654 0.54 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8748 0.0021 0 1.15 3.253 0.325 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8695 -0.0032 0 -1.74 4.376 0.422 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8803 0.0076 0 4.14 3.28 0.368 0 1 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 5.12 0.586 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8744 0.0016 0 0.90 4.77 0.547 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8707 -0.0020 0 -1.12 4 0.442 0 1 34 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 4.627 0.539 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8744 0.0016 0 0.90 4.845 0.565 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 3.59 0.393 0 1 27 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8711 -0.0017 0 -0.90 5.095 0.547 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8749 0.0022 0 1.20 4.479 0.504 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8701 -0.0026 0 -1.43 5.29 0.493 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 3.929 0.452 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 4.615 0.575 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8761 0.0033 0 1.84 4.551 0.582 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.967 0.277 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.8782 1.0054 -1.0034 1.15 5.489 0.478 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8753 0.0026 0 1.44 5.987 0.391 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8770 0.0043 0 2.38 4.483 0.552 0 1 28 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8775 0.0047 0 2.60 6.12 0.515 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 4.768 0.582 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8750 1.0022 -1.0034 -0.61 5.084 0.543 0 1 37 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8740 0.0013 0 0.69 4.999 0.454 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8766 0.0038 0 2.09 5.123 0.542 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8683 -0.0045 0 -2.43 4.874 0.58 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 4.705 0.571 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8760 0.0033 0 1.80 5.776 0.55 0 1 45 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8746 0.0019 0 1.03 4.987 0.51 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 3.733 0.273 0.1 1 22 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 4.607 0.581 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8802 0.0075 0 4.12 5.297 0.367 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8700 -0.0028 0 -1.50 5.463 0.492 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 4.543 0.555 0 1 35 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8734 0.0007 0 0.36 5.782 0.399 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 3.674 0.387 0 1 30 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.821 0.335 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8755 0.0027 0 1.50 5.071 0.614 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 3.564 0.439 0 2 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8687 -0.0041 0 -2.22 4.157 0.467 0 1 29 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 4.472 0.548 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 4.534 0.572 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8836 1.0108 -1.0034 4.08 4.771 0.462 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1821.8782 1.0054 -1.0034 1.15 5.501 0.497 0 1 41 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 4.824 0.563 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8683 -0.0045 0 -2.43 4.668 0.306 0 1 23 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8768 0.0041 0 2.24 5.335 0.365 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8776 0.0049 0 2.70 3.275 0.308 0.1 1 33 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8774 0.0047 0 2.58 4.18 0.544 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8700 -0.0028 0 -1.50 5.67 0.6 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8769 0.0042 0 2.31 4.805 0.546 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8741 0.0014 0 0.77 5.338 0.303 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8742 0.0015 0 0.83 4.424 0.583 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8729 0.0002 0 0.09 5.223 0.468 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8757 1.0030 -1.0034 -0.21 4.331 0.541 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8660 -0.0067 0 -3.63 3.955 0.48 0 1 34 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8741 0.0014 0 0.77 4.399 0.508 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8746 0.0019 0 1.03 4.712 0.57 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 5.165 0.338 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8805 0.0077 0 4.25 4.306 0.561 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8654 0.9927 -1.0034 -5.78 5.753 0.562 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8382 0.9654 -1.0034 -20.63 4.251 0.461 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 5.632 0.554 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8736 0.0009 0 0.50 4.872 0.568 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8785 0.0058 0 3.15 4.922 0.502 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8756 0.0029 0 1.57 4.625 0.562 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8784 0.0057 0 3.11 4.419 0.543 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8784 0.0057 0 3.11 4.468 0.559 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8797 0.0070 0 3.85 5.255 0.381 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8769 0.0042 0 2.30 5.565 0.508 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.61 0.565 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 5.304 0.351 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 5.622 0.517 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8765 0.0038 0 2.10 3.818 0.406 0 1 32 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8712 -0.0015 0 -0.84 4.194 0.503 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8700 -0.0028 0 -1.50 4.987 0.521 0 1 27 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8747 0.0020 0 1.09 5.507 0.585 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8752 0.0025 0 1.37 4.448 0.29 0 1 24 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 5.332 0.542 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8772 0.0044 0 2.44 4.771 0.542 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 4.214 0.425 0 1 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8745 0.0018 0 0.97 4.438 0.573 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1837.8854 1.0127 -1.0034 5.10 5.212 0.515 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8784 0.0057 0 3.11 4.224 0.554 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8675 0.9947 -1.0034 -4.69 4.386 0.508 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8784 0.0057 0 3.11 5.146 0.483 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8710 -0.0017 0 -0.94 3.652 0.397 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8680 -0.0047 0 -2.56 5.366 0.552 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8590 -0.0137 0 -7.48 5.651 0.57 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8703 -0.0024 0 -1.32 3.841 0.463 0 1 27 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8648 -0.0080 0 -4.33 3.91 0.446 0 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8796 0.0069 0 3.74 4.118 0.471 0 1 31 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8696 -0.0031 0 -1.70 4.764 0.519 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 4.99 0.594 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8791 0.0064 0 3.51 4.596 0.566 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8747 0.0020 0 1.09 3.299 0.416 0 1 28 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8764 0.0037 0 2.04 4.649 0.572 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 5.707 0.433 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8982 1.0254 -1.0034 12.03 3.121 0.354 0.1 1 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 5.084 0.353 0 1 25 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8788 0.0060 0 3.28 5.844 0.568 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8759 0.0032 0 1.77 5.326 0.404 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8654 -0.0073 0 -3.96 5.402 0.547 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8733 0.0005 0 0.29 5.676 0.474 0 1 43 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8798 0.0071 0 3.91 4.439 0.461 0 1 35 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8747 0.0020 0 1.10 4.925 0.552 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8819 0.0092 0 5.06 4.513 0.549 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 5.34 0.402 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8773 0.0046 0 2.51 4.575 0.576 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8854 0.0127 0 6.99 3.732 0.551 0 1 23 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8767 0.0040 0 2.17 4.489 0.562 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 5.438 0.363 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8734 0.0007 0 0.36 4.5 0.431 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8640 0.9913 -1.0034 -6.59 4.457 0.472 0 1 35 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8682 0.9954 -1.0034 -4.30 4.852 0.516 0 1 35 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8775 0.0048 0 2.64 4.25 0.56 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8782 0.0055 0 3.00 4.804 0.455 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8784 0.0057 0 3.11 4.524 0.472 0 1 31 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8766 0.0038 0 2.11 4.404 0.543 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8660 -0.0067 0 -3.63 3.002 0.368 0.1 1 28 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8744 0.0016 0 0.89 5.404 0.505 0 1 40 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8794 0.0066 0 3.62 5.131 0.557 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8739 0.0012 0 0.63 4.801 0.563 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8762 0.0035 0 1.91 4.73 0.558 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8789 0.0062 0 3.41 6.175 0.507 0 1 39 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8810 0.0082 0 4.52 4.306 0.563 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8644 -0.0084 0 -4.56 5.911 0.599 0 1 26 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8781 0.0054 0 2.98 4.948 0.55 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8749 0.0021 0 1.17 4.883 0.559 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8784 0.0057 0 3.11 5.608 0.403 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8751 0.0024 0 1.30 5.388 0.529 0 1 27 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8758 0.0031 0 1.70 4.51 0.556 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8750 0.0023 0 1.25 3.849 0.509 0 1 32 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8746 0.0019 0 1.03 5.701 0.542 0 1 25 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 2 1820.8727 1820.8779 0.0052 0 2.84 4.492 0.548 0 1 26 36 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1822.8982 2.0254 -2.0067 10.30 5.631 0.394 0 1 38 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9999 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8732 0.0005 0 0.25 2.842 0.279 0.1 6 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9999 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 2.616 0.329 0.1 10 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9999 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.9706 0.0979 0 53.29 3.391 0.242 0 4 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9999 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8626 -0.0102 0 -5.53 2.871 0.264 0.2 1 26 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9998 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8744 0.0016 0 0.89 2.961 0.218 0.1 1 28 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9998 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8963 0.0235 0 12.81 3.285 0.271 0 63 23 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9998 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8704 -0.0023 0 -1.24 2.79 0.294 0.1 30 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9997 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8856 0.0129 0 7.03 2.617 0.233 0.1 1 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9996 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8706 -0.0021 0 -1.14 2.511 0.287 0.2 22 22 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9996 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.8707 0.9980 -1.0034 -2.90 3.078 0.26 0 4 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9994 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8732 0.0005 0 0.25 2.723 0.259 0.2 24 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9991 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8617 -0.0111 0 -6.03 2.807 0.177 1.2 1 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9991 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.9823 0.1096 0 59.64 4.019 0.024 0 1 24 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9988 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1837.0481 0.1753 0 95.45 3.782 0.131 0.2 8 29 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9973 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 2.655 0.165 0.2 3 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9938 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8782 0.0054 0 2.97 2.295 0.156 0.6 2 24 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9920 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8651 -0.0076 0 -4.16 2.367 0.098 0.7 1 16 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9919 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8731 0.0003 0 0.19 2.136 0.178 0.8 5 25 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9880 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8652 -0.0075 0 -4.09 2.22 0.129 0.9 3 14 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9875 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8681 -0.0046 0 -2.50 2.479 0.074 0.1 2 16 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9872 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8725 -0.0002 0 -0.10 2.511 0.049 0.6 1 19 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9798 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8687 -0.0040 0 -2.16 2.416 0.037 0.9 1 19 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9726 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8657 -0.0070 0 -3.83 2.292 0.14 0.7 36 23 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9663 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8674 -0.0053 0 -2.90 2.235 0.073 0.3 4 14 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9567 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8690 -0.0037 0 -2.03 2.472 0.02 0.5 4 15 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9528 R GIGAAAVGAIAEDESMFGR G 3 1820.8727 1820.8712 -0.0015 0 -0.82 2.716 0.051 1 12 26 72 2 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9240 R GIGAAAVGAIAEDESMFGR G 3 1836.8727 1836.8576 -0.0151 0 -8.22 2.049 0.063 3.7 3 25 72 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9209 R GIGAAAVGAIAEDESMFGR G 2 1836.8727 1836.8696 -0.0031 0 -1.70 2.311 0.049 0.8 19 13 36 2 0 1 GIGAAAVGAIAEDESM[147]FGR
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 A LAVGLAALGSGYAER G 2 1446.7831 1446.7854 0.0023 0 1.61 4.016 0.504 0 1 23 28 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9824 L LVNAVLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 3506.8733 3506.8756 0.0023 0 0.66 3.24 0.242 0.4 1 31 148 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 A PAIPASAGAALAVGLAALGSGYAER G 2 2253.2117 2253.1854 -0.0263 0 -11.66 3.761 0.557 0 1 27 48 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 A PAIPASAGAALAVGLAALGSGYAER G 2 2253.2117 2253.2854 0.0737 0 32.72 4.942 0.607 0 1 32 48 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 A PAIPASAGAALAVGLAALGSGYAER G 2 2253.2117 2253.2054 -0.0063 0 -2.79 3.649 0.514 0 1 26 48 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4930 0.0047 0 1.62 5.21 0.516 0 1 27 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4902 0.0019 0 0.65 4.805 0.553 0 1 38 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4990 0.0107 0 3.68 4.593 0.523 0 1 35 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5008 0.0125 0 4.32 5.309 0.557 0 1 27 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4951 0.0068 0 2.35 4.634 0.57 0 1 38 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5018 0.0135 0 4.65 5.481 0.542 0 1 26 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4931 0.0048 0 1.66 4.375 0.455 0 1 35 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9999 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4962 0.0079 0 2.73 4.034 0.387 0 1 38 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9999 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4957 0.0074 0 2.54 4.154 0.376 0 1 34 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9999 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4942 0.0059 0 2.04 3.799 0.384 0 1 33 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9997 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5028 0.0145 0 4.99 2.907 0.444 0 1 19 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9997 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5028 0.0145 0 4.99 3.046 0.436 0 1 20 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9995 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4903 0.0020 0 0.69 3.034 0.404 0 1 16 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9993 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4813 -0.0070 0 -2.43 2.738 0.43 0 1 17 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9992 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4979 0.0096 0 3.30 3.999 0.307 0 1 33 124 1 0 1



Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9988 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5062 0.0179 0 6.17 2.98 0.365 0 1 20 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9988 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4940 0.0057 0 1.96 2.931 0.372 0 1 22 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9987 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5013 0.0130 0 4.48 2.597 0.43 0 2 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9987 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4904 0.0021 0 0.71 3.361 0.33 0 1 31 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9986 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4925 0.0042 0 1.45 2.517 0.418 0 1 16 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9986 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4989 0.0106 0 3.64 3.016 0.352 0 1 17 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9984 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4969 0.0086 0 2.97 2.576 0.422 0 2 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9984 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.5010 0.0127 0 4.37 3.694 0.301 0 1 32 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9983 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.5054 1.0171 -1.0034 4.75 3.119 0.43 0 1 18 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9976 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4989 0.0106 0 3.64 2.747 0.356 0 1 16 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9969 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4920 0.0037 0 1.28 2.492 0.378 0 1 17 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9969 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4925 0.0042 0 1.45 2.828 0.33 0 1 19 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9967 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.5023 0.0140 0 4.82 3.203 0.306 0.1 1 33 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9965 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4983 0.0099 0 3.43 3.351 0.294 0.3 1 32 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9962 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.5054 1.0171 -1.0034 4.75 3.059 0.39 0 1 21 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9961 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5013 0.0130 0 4.48 2.519 0.36 0 1 20 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9959 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.5054 1.0171 -1.0034 4.75 2.998 0.394 0 1 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9932 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4996 0.0113 0 3.89 2.594 0.319 0 1 16 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9930 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5052 0.0169 0 5.83 2.537 0.325 0 1 20 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9926 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4962 0.0079 0 2.71 2.483 0.33 0 1 19 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9906 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4908 0.0025 0 0.86 2.455 0.321 0 1 16 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9898 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.5054 1.0171 -1.0034 4.75 2.967 0.346 0 1 17 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9880 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.4854 0.9971 -1.0034 -2.15 2.599 0.386 0.1 1 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9865 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4896 0.0013 0 0.44 2.478 0.316 0 2 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9835 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.5054 1.0171 -1.0034 4.75 2.84 0.335 0 1 16 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9822 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4937 0.0054 0 1.87 2.238 0.32 0 1 16 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9807 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4975 0.0092 0 3.17 3.071 0.263 0.3 2 29 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9720 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4913 0.0030 0 1.03 2.088 0.35 0.1 3 14 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9719 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.4854 0.9971 -1.0034 -2.15 2.626 0.334 0.1 1 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9701 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4966 0.0083 0 2.86 3.224 0.223 0.1 1 29 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9670 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4884 0.0001 0 0.02 2.741 0.228 0 2 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9666 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4955 0.0071 0 2.46 2.162 0.327 0.1 3 13 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9654 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2898.4882 0.9998 -1.0034 -1.21 3.424 0.248 0.2 1 30 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9618 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4999 0.0115 0 3.98 2.314 0.264 0 1 19 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9538 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4937 0.0054 0 1.87 2.469 0.333 0.1 46 11 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9521 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.4854 0.9971 -1.0034 -2.15 2.94 0.261 0 1 17 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9483 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.4854 0.9971 -1.0034 -2.15 2.448 0.325 0.1 1 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9475 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4974 0.0091 0 3.14 2.203 0.264 0.1 1 17 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9444 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4911 0.0027 0 0.95 2.416 0.245 0.1 2 13 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9386 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2899.3971 1.9087 -2.0067 -33.81 3.167 0.242 0.5 1 28 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9361 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4955 0.0071 0 2.46 2.37 0.244 0.1 2 16 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9349 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4942 0.0059 0 2.04 3.027 0.206 0.1 1 30 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9331 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.5054 1.0171 -1.0034 4.75 2.301 0.333 0 1 18 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9299 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 2897.4883 2897.4940 0.0057 0 1.97 2.715 0.247 0.2 3 25 124 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9250 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2898.5054 1.0171 -1.0034 4.75 2.326 0.341 0.1 2 13 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9184 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.5101 0.0218 0 7.52 2.262 0.228 0.4 1 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9124 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4930 0.0047 0 1.62 2.061 0.34 0 20 12 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9118 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4955 0.0071 0 2.46 2.017 0.285 0 2 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9113 L QEGTASAPAIPASAGAALAVGLAALGSGYAER G 2 2897.4883 2897.4889 0.0005 0 0.19 2.411 0.218 0.1 2 15 62 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 A SAGAALAVGLAALGSGYAER G 3 1803.9479 1803.9536 0.0057 0 3.13 5.174 0.538 0 1 42 76 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 A SAGAALAVGLAALGSGYAER G 3 1803.9479 1804.9495 1.0016 -1.0034 -0.99 4.901 0.473 0 1 36 76 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 A SAPAIPASAGAALAVGLAALGSGYAER G 3 2411.2808 2411.2677 -0.0131 0 -5.43 3.578 0.493 0 1 30 104 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9992 A SAPAIPASAGAALAVGLAALGSGYAER G 3 2411.2808 2412.2782 0.9973 -1.0034 -2.49 3.398 0.387 0 1 29 104 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9947 A VLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 4 3109.6408 3109.6525 0.0117 0 3.77 4.012 0.216 0.1 1 40 198 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9943 A VLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 4 3109.6408 3109.6479 0.0071 0 2.27 3.58 0.217 0.3 1 45 198 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9907 A VLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 3109.6408 3109.6463 0.0054 0 1.75 3.218 0.297 0.2 5 27 132 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L VNAVLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 3393.7892 3393.7926 0.0034 0 1.00 4.288 0.487 0 1 31 144 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 1 L VNAVLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 3393.7892 3393.7937 0.0045 0 1.33 5.122 0.538 0 1 35 144 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9995 L VNAVLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 3393.7892 3393.7948 0.0056 0 1.65 4.428 0.305 0 1 27 144 1 0 1
Q5UXZ2_HALMA 1 H+ ATP synthase sununit C (EC 3.6.3.14) atpC1 rrnAC3155 86 66.3 11 1031 0.9627 L VNAVLQEGTASAPAIPASAGAALAVGLAALGSGYAER G 3 3393.7892 3393.7945 0.0052 0 1.54 3.633 0.25 0.1 29 24 144 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 2 1579.6694 1579.6695 0.0001 0 0.07 4.056 0.527 0 1 20 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R AEESGTATLLR K 2 1146.5880 1146.5874 -0.0006 0 -0.57 2.71 0.218 0.1 1 16 20 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K AQIESLGDSQADLGSEPAGTGAFQFDTLDNPNER I 3 3549.6132 3549.6289 0.0157 0 4.42 6.629 0.588 0 1 46 132 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K AQIESLGDSQADLGSEPAGTGAFQFDTLDNPNER I 3 3549.6132 3549.6201 0.0069 0 1.95 5.257 0.431 0 1 31 132 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K AQIESLGDSQADLGSEPAGTGAFQFDTLDNPNER I 3 3549.6132 3551.6182 2.0049 -2.0067 -0.49 6.049 0.616 0 1 48 132 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K AQIESLGDSQADLGSEPAGTGAFQFDTLDNPNER I 3 3549.6132 3549.6223 0.0091 0 2.57 6.396 0.565 0 1 45 132 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K AQIESLGDSQADLGSEPAGTGAFQFDTLDNPNER I 3 3549.6132 3550.6118 0.9986 -1.0034 -1.33 5.106 0.255 0 1 36 132 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 K AQIESLGDSQADLGSEPAGTGAFQFDTLDNPNER I 3 3549.6132 3550.5982 0.9849 -1.0034 -5.18 3.884 0.3 0 5 26 132 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K AQIESLGDSQADLGSEPAGTGAFQFDTLDNPNERIR L 3 3818.7983 3820.8082 2.0098 -2.0067 0.82 7.316 0.574 0 1 50 140 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K AQIESLGDSQADLGSEPAGTGAFQFDTLDNPNERIR L 3 3818.7983 3818.8068 0.0085 0 2.22 6.951 0.545 0 1 49 140 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9805 R AVNETVVEDSYTVSSVGGPYLNTVELQ - 3 2869.3869 2871.4061 2.0192 -2.0067 4.34 3.134 0.137 0.3 15 23 104 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9686 R AVNETVVEDSYTVSSVGGPYLNTVELQ - 2 2869.3869 2869.3954 0.0084 0 2.94 2.304 0.072 1.1 5 12 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1579.6694 1579.6697 0.0003 0 0.17 3.722 0.222 0.1 2 25 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 2 1579.6694 1579.6721 0.0027 0 1.69 3.713 0.508 0 1 21 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 2 1579.6694 1579.6722 0.0028 0 1.77 4.211 0.527 0 1 22 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1611.6694 1611.6584 -0.0110 0 -6.84 4.335 0.289 0 1 28 52 2 0 1 DGINHGYM[147]AMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1627.6694 1627.6503 -0.0191 0 -11.76 3.442 0.349 0 1 23 52 2 0 1 DGINHGYM[147]AM[147]NM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1579.6694 1579.6728 0.0034 0 2.14 4.573 0.19 0.1 1 29 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 2 1579.6694 1579.6704 0.0010 0 0.61 3.412 0.517 0 1 20 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 2 1579.6694 1579.6689 -0.0005 0 -0.32 3.087 0.273 0 1 21 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1595.6694 1595.6660 -0.0034 0 -2.16 4.114 0.27 0 1 27 52 2 0 1 DGINHGYMAMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 2 1579.6694 1579.6711 0.0017 0 1.07 4.097 0.542 0 1 21 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1579.6694 1579.6724 0.0030 0 1.91 3.664 0.3 0.1 1 25 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1579.6694 1579.6723 0.0028 0 1.80 4.181 0.289 0 1 26 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 2 1579.6694 1579.6699 0.0005 0 0.30 3.995 0.518 0 1 22 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1579.6694 1579.6730 0.0036 0 2.26 3.85 0.299 0 1 29 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1579.6694 1579.6710 0.0016 0 0.99 3.689 0.201 0.1 1 27 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 3 1595.6694 1595.6782 0.0087 0 5.48 3.885 0.209 0 1 26 52 2 0 1 DGINHGYMAMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K DGINHGYMAMNMAR F 2 1579.6694 1579.6712 0.0018 0 1.15 3.233 0.298 0 1 21 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 K DGINHGYMAMNMAR F 3 1579.6694 1580.6782 1.0087 -1.0034 3.42 3.806 0.225 0 1 27 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 K DGINHGYMAMNMAR F 3 1579.6694 1579.6724 0.0030 0 1.91 4.09 0.166 0.1 1 27 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 K DGINHGYMAMNMAR F 3 1595.6694 1595.6782 0.0087 0 5.48 3.418 0.202 0.1 1 26 52 2 0 1 DGINHGYMAMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9997 K DGINHGYMAMNMAR F 3 1579.6694 1579.6686 -0.0008 0 -0.52 4.179 0.1 0.2 1 28 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9995 K DGINHGYMAMNMAR F 3 1579.6694 1579.6695 0.0001 0 0.06 3.63 0.13 0.1 3 22 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9976 K DGINHGYMAMNMAR F 2 1595.6694 1595.6654 -0.0040 0 -2.49 3.606 0.524 0 1 19 26 2 0 1 DGINHGYMAMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9973 K DGINHGYMAMNMAR F 2 1595.6694 1595.6649 -0.0045 0 -2.84 3.54 0.548 0 1 18 26 2 0 1 DGINHGYMAMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9964 K DGINHGYMAMNMAR F 3 1595.6694 1595.6687 -0.0007 0 -0.44 4.148 0.215 0 1 26 52 2 0 1 DGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9961 K DGINHGYMAMNMAR F 3 1595.6694 1595.6676 -0.0018 0 -1.13 4.092 0.194 0 1 29 52 2 0 1 DGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9958 K DGINHGYMAMNMAR F 3 1595.6694 1595.6623 -0.0071 0 -4.46 4.048 0.324 0 1 28 52 2 0 1 DGINHGYM[147]AMNMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9955 K DGINHGYMAMNMAR F 3 1611.6694 1611.6619 -0.0075 0 -4.68 4.002 0.281 0 1 28 52 2 0 1 DGINHGYM[147]AMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9924 K DGINHGYMAMNMAR F 3 1611.6694 1611.6682 -0.0013 0 -0.78 3.658 0.339 0 1 28 52 2 0 1 DGINHGYM[147]AM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9923 K DGINHGYMAMNMAR F 3 1595.6694 1595.6652 -0.0042 0 -2.62 3.65 0.107 0 1 25 52 2 0 1 DGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9893 K DGINHGYMAMNMAR F 2 1595.6694 1595.6648 -0.0047 0 -2.92 2.879 0.352 0 1 17 26 2 0 1 DGINHGYMAMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9809 K DGINHGYMAMNMAR F 2 1595.6694 1595.6657 -0.0037 0 -2.31 2.637 0.303 0 1 16 26 2 0 1 DGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9807 K DGINHGYMAMNMAR F 2 1611.6694 1611.6605 -0.0089 0 -5.54 2.632 0.329 0 1 19 26 2 0 1 DGINHGYM[147]AMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9793 K DGINHGYMAMNMAR F 3 1595.6694 1595.6482 -0.0213 0 -13.32 3.046 0.158 0.2 1 23 52 2 0 1 DGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9770 K DGINHGYMAMNMAR F 2 1611.6694 1611.6594 -0.0100 0 -6.22 2.562 0.234 0.1 1 15 26 2 0 1 DGINHGYM[147]AM[147]NMAR



Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9623 K DGINHGYMAMNMAR F 3 1611.6694 1611.6682 -0.0013 0 -0.78 3.268 0.195 0.2 14 21 52 2 0 1 DGINHGYM[147]AM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9042 K DGINHGYMAMNMAR F 3 1595.6694 1595.6482 -0.0213 0 -13.32 2.989 0.019 1.3 247 21 52 2 0 1 DGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1943.8425 0.0065 0 3.33 3.889 0.53 0 1 23 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8364 0.0004 0 0.22 3.127 0.268 0.1 1 29 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8416 0.0056 0 2.86 3.265 0.318 0.1 1 30 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1943.8454 0.0094 0 4.85 3.362 0.4 0 1 20 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8401 0.0041 0 2.10 3.086 0.272 0.4 1 26 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1942.8065 -1.0295 1 -15.19 5.201 0.473 0 1 27 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1943.8272 -0.0088 0 -4.52 4.464 0.43 0 1 24 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1959.8360 1959.8310 -0.0050 0 -2.55 4.724 0.546 0 1 23 32 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 3.03 0.374 0.1 1 26 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1943.8410 0.0050 0 2.58 3.716 0.253 0 1 19 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1944.8232 0.9872 -1.0034 -8.31 3.657 0.366 0 1 21 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8429 0.0068 0 3.51 3.159 0.284 0.1 1 31 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8397 0.0037 0 1.91 3.381 0.3 0.1 1 31 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1943.8384 0.0023 0 1.20 4.565 0.515 0 1 24 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1959.8360 1959.8363 0.0003 0 0.13 4.915 0.477 0 1 23 32 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1959.8360 1959.8254 -0.0106 0 -5.40 5.586 0.538 0 1 26 32 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1943.8346 -0.0015 0 -0.75 4.085 0.556 0 1 24 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 2 1943.8360 1943.8382 0.0022 0 1.14 4.504 0.526 0 1 26 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8425 0.0065 0 3.33 3.288 0.298 0 1 31 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8452 0.0092 0 4.74 3.536 0.219 0.2 1 31 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8390 0.0030 0 1.54 2.759 0.273 0 1 30 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8432 1.0071 -1.0034 1.95 3.539 0.243 0.3 1 28 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8396 0.0035 0 1.82 2.876 0.251 0.2 1 28 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.757 0.311 0.3 1 28 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8452 1.0092 -1.0034 2.98 3.179 0.282 0.1 1 28 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 3.361 0.273 0.1 1 33 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8449 0.0088 0 4.55 2.922 0.248 0.6 2 23 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8487 1.0126 -1.0034 4.77 2.979 0.3 0.1 1 28 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 2 1959.8360 1960.8180 0.9819 -1.0034 -10.92 2.921 0.363 0 1 17 32 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8399 0.0039 0 2.01 3.025 0.249 0.1 1 28 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 2 1943.8360 1944.8254 0.9894 -1.0034 -7.18 3.674 0.313 0 1 23 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8428 1.0068 -1.0034 1.76 2.835 0.295 0.4 1 30 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8412 0.0052 0 2.67 3.261 0.234 0.1 1 32 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R EGVMFHNGEEFTASDFK A 2 1943.8360 1944.8257 0.9896 -1.0034 -7.06 3.379 0.279 0 1 22 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8430 0.0070 0 3.61 2.815 0.229 0.3 1 32 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8424 1.0064 -1.0034 1.57 3.226 0.24 0.1 1 28 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8280 0.9919 -1.0034 -5.87 2.882 0.267 0.3 1 27 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9997 R EGVMFHNGEEFTASDFK A 3 1959.8360 1960.8382 1.0021 -1.0034 -0.61 2.996 0.244 0.3 1 25 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9997 R EGVMFHNGEEFTASDFK A 2 1943.8360 1944.8233 0.9873 -1.0034 -8.25 3.25 0.256 0 1 21 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9996 R EGVMFHNGEEFTASDFK A 3 1959.8360 1960.8182 0.9822 -1.0034 -10.80 2.868 0.236 0.3 1 24 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9995 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8445 0.0085 0 4.36 2.861 0.185 0.6 1 27 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9995 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 3.183 0.204 0.2 1 30 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9994 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.961 0.234 0.3 3 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9993 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8330 -0.0031 0 -1.57 2.99 0.165 0.3 1 26 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9992 R EGVMFHNGEEFTASDFK A 3 1959.8360 1960.8682 1.0321 -1.0034 14.69 2.808 0.29 0.6 44 20 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9990 R EGVMFHNGEEFTASDFK A 3 1959.8360 1960.8382 1.0021 -1.0034 -0.61 3.064 0.202 0.4 2 23 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9990 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8333 0.9973 -1.0034 -3.14 2.865 0.217 0.4 2 27 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9989 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8454 1.0093 -1.0034 3.08 2.862 0.222 0.4 3 23 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9979 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.75 0.186 1 1 30 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9978 R EGVMFHNGEEFTASDFK A 3 1959.8360 1960.8082 0.9721 -1.0034 -15.92 3.033 0.174 1.1 2 21 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9977 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.89 0.172 0.5 1 29 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9976 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8182 0.9821 -1.0034 -10.91 2.793 0.177 0.4 1 25 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9975 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 3.002 0.158 0.4 1 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9974 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 3.074 0.152 0.5 1 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9971 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8430 0.0070 0 3.61 2.804 0.121 1.5 1 26 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9969 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 3.029 0.148 0.4 1 26 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9963 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.681 0.196 0.3 4 22 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9957 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.827 0.152 0.7 1 29 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9949 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.824 0.145 1.4 1 29 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9947 R EGVMFHNGEEFTASDFK A 3 1943.8360 1945.8382 2.0021 -2.0067 -2.34 3.195 0.113 0.8 1 29 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9946 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8450 1.0090 -1.0034 2.89 3.037 0.125 0.2 1 26 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9946 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8459 1.0099 -1.0034 3.36 3.173 0.115 0.2 1 31 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9943 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 3.029 0.124 0.7 1 28 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9942 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8313 -0.0047 0 -2.42 2.635 0.107 1 1 21 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9939 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.855 0.135 0.8 1 29 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9931 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8782 1.0421 -1.0034 19.96 3.026 0.116 0.4 1 27 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9929 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8582 0.0221 0 11.39 2.884 0.077 1 1 25 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9928 R EGVMFHNGEEFTASDFK A 3 1959.8360 1961.8282 1.9921 -2.0067 -7.43 2.893 0.137 1.3 2 22 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9912 R EGVMFHNGEEFTASDFK A 3 1943.8360 1945.8312 1.9952 -2.0067 -5.93 2.989 0.108 1.2 1 25 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9909 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8425 0.0065 0 3.33 2.245 0.126 4.2 1 26 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9901 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8498 0.0138 0 7.09 2.625 0.11 0.4 4 23 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9899 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8182 0.9821 -1.0034 -10.91 2.7 0.128 0.6 1 27 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9899 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8267 0.9907 -1.0034 -6.53 2.921 0.109 1.4 1 25 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9896 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8399 0.0039 0 2.01 2.526 0.117 0.6 4 21 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9878 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.826 0.109 0.4 1 25 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9860 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8282 -0.0079 0 -4.04 2.137 0.131 3.1 2 23 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9860 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.757 0.109 0.5 1 23 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9849 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8433 1.0073 -1.0034 2.04 2.67 0.143 0.6 5 23 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9831 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8357 -0.0003 0 -0.16 2.655 0.057 1.4 1 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9830 R EGVMFHNGEEFTASDFK A 2 1959.8360 1960.8249 0.9889 -1.0034 -7.37 2.864 0.104 0 2 15 32 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9830 R EGVMFHNGEEFTASDFK A 2 1943.8360 1944.0854 0.2494 0 128.32 2.45 0.042 1.2 1 17 32 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9816 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8417 1.0057 -1.0034 1.19 2.468 0.144 0.5 3 22 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9806 R EGVMFHNGEEFTASDFK A 3 1959.8360 1960.8382 1.0021 -1.0034 -0.61 2.462 0.209 2.6 113 19 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9799 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.626 0.105 0.7 1 25 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9790 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8782 1.0421 -1.0034 19.96 3.12 0.107 0.4 12 23 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9788 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8182 0.9821 -1.0034 -10.91 2.49 0.145 1.6 5 22 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9751 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.663 0.136 1.3 11 21 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9747 R EGVMFHNGEEFTASDFK A 3 1959.8360 1960.8427 1.0067 -1.0034 1.71 2.736 0.105 0.9 3 22 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9744 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8427 0.0066 0 3.42 2.469 0.067 2.3 2 22 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9741 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.622 0.094 0.9 1 26 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9666 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8482 1.0121 -1.0034 4.53 2.625 0.082 0.8 1 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9627 R EGVMFHNGEEFTASDFK A 3 1959.8360 1960.8082 0.9721 -1.0034 -15.92 2.928 0.113 1 30 22 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9604 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8309 0.9949 -1.0034 -4.36 2.593 0.077 1.8 1 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9602 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8182 0.9821 -1.0034 -10.91 3.007 0.092 1.9 16 22 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9568 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8382 1.0022 -1.0034 -0.60 2.955 0.054 1 2 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9550 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8182 0.9821 -1.0034 -10.91 2.912 0.106 0.6 31 21 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9530 R EGVMFHNGEEFTASDFK A 3 1959.8360 1961.4382 1.6021 -2.0067 -206.42 2.249 0.149 4.5 13 20 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9489 R EGVMFHNGEEFTASDFK A 3 1943.8360 1945.8682 2.0321 -2.0067 13.09 2.637 0.089 1.2 5 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9343 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8391 1.0031 -1.0034 -0.12 2.669 0.045 2 1 27 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9329 R EGVMFHNGEEFTASDFK A 3 1943.8360 1945.8374 2.0014 -2.0067 -2.73 2.966 0.03 1.4 2 25 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9315 R EGVMFHNGEEFTASDFK A 3 1943.8360 1945.8358 1.9998 -2.0067 -3.57 2.82 0.086 1 23 19 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9210 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8370 0.0010 0 0.50 2.137 0.055 2.4 5 22 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9190 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8282 -0.0079 0 -4.04 2.063 0.045 6 2 23 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9158 R EGVMFHNGEEFTASDFK A 3 1943.8360 1945.8382 2.0021 -2.0067 -2.34 2.848 0.015 0.9 1 25 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9098 R EGVMFHNGEEFTASDFK A 3 1943.8360 1944.8182 0.9821 -1.0034 -10.91 2.278 0.127 2.7 27 20 64 2 0 1



Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9087 R EGVMFHNGEEFTASDFK A 3 1959.8360 1959.8186 -0.0174 0 -8.88 2.499 0.079 2.7 244 18 64 2 0 1 EGVM[147]FHNGEEFTASDFK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9067 R EGVMFHNGEEFTASDFK A 3 1943.8360 1943.8408 0.0048 0 2.48 2.146 0.026 3.7 2 24 64 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFKATWQR F 3 2586.1597 2587.1453 0.9856 -1.0034 -6.88 5.065 0.305 0 1 29 84 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFKATWQR F 3 2586.1597 2586.1640 0.0043 0 1.66 5.883 0.494 0 1 26 84 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFKATWQR F 3 2586.1597 2586.1640 0.0043 0 1.66 5.46 0.513 0 1 31 84 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R EGVMFHNGEEFTASDFKATWQR F 3 2602.1597 2602.1570 -0.0027 0 -1.05 5.095 0.556 0 1 36 84 2 1 1 EGVM[147]FHNGEEFTASDFKATWQR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFKATWQR F 4 2602.1597 2602.1574 -0.0023 0 -0.89 3.2 0.226 0.3 1 38 126 2 1 1 EGVM[147]FHNGEEFTASDFKATWQR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R EGVMFHNGEEFTASDFKATWQR F 4 2586.1597 2586.1611 0.0014 0 0.52 2.745 0.268 0.2 3 31 126 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9969 R EGVMFHNGEEFTASDFKATWQR F 4 2602.1597 2603.1430 0.9833 -1.0034 -7.71 2.932 0.16 0.6 2 35 126 2 1 1 EGVM[147]FHNGEEFTASDFKATWQR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9698 R EGVMFHNGEEFTASDFKATWQR F 4 2586.1597 2587.1520 0.9923 -1.0034 -4.26 2.238 0.11 3.1 5 33 126 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9567 R EGVMFHNGEEFTASDFKATWQR F 3 2586.1597 2587.2451 1.0854 -1.0034 31.71 3.433 0.173 0.2 109 20 84 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R ETMYEEASQLAYDESPWVFLDYAETLR A 2 3255.4594 3255.4693 0.0099 0 3.04 4.952 0.575 0 1 20 52 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R ETMYEEASQLAYDESPWVFLDYAETLR A 3 3255.4594 3255.4663 0.0069 0 2.12 6.119 0.53 0 1 37 104 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R ETMYEEASQLAYDESPWVFLDYAETLR A 3 3271.4594 3272.4682 1.0087 -1.0034 1.65 4.466 0.455 0 1 27 104 2 0 1 ETM[147]YEEASQLAYDESPWVFLDYAETLR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R ETMYEEASQLAYDESPWVFLDYAETLR A 3 3255.4594 3256.4782 1.0187 -1.0034 4.73 4.86 0.388 0 1 24 104 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R FTQSDYEYYLGDDTR S 2 1871.7850 1871.7905 0.0055 0 2.93 5.526 0.526 0 1 23 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R FTQSDYEYYLGDDTR S 2 1871.7850 1871.7868 0.0018 0 0.97 4.523 0.335 0 1 21 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R FTQSDYEYYLGDDTR S 2 1871.7850 1871.7906 0.0056 0 2.99 4.516 0.533 0 1 22 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R FTQSDYEYYLGDDTR S 2 1871.7850 1871.7877 0.0027 0 1.43 4.545 0.531 0 1 22 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R FTQSDYEYYLGDDTR S 2 1871.7850 1871.7882 0.0032 0 1.69 5.622 0.547 0 1 23 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R FTQSDYEYYLGDDTR S 2 1871.7850 1871.9254 0.1404 0 75.02 4.115 0.362 0 1 20 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R FTQSDYEYYLGDDTR S 2 1871.7850 1871.7870 0.0019 0 1.03 3.668 0.171 0.1 1 18 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9995 R FTQSDYEYYLGDDTR S 3 1871.7850 1871.7883 0.0033 0 1.75 2.765 0.19 0.1 1 22 56 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 N GASHITDNLDSSGFQR A 2 1703.7863 1703.7893 0.0030 0 1.74 4.704 0.446 0 1 23 30 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 N GASHITDNLDSSGFQR A 2 1703.7863 1703.7883 0.0020 0 1.16 4.395 0.462 0 1 21 30 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9985 N GASHITDNLDSSGFQR A 3 1703.7863 1703.7881 0.0018 0 1.05 3.147 0.309 0.1 1 30 60 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9888 N GASHITDNLDSSGFQR A 3 1703.7863 1703.7890 0.0027 0 1.58 2.999 0.248 0.5 1 30 60 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8958 0.0032 0 1.53 3.924 0.374 0 1 29 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8928 0.0002 0 0.11 3.575 0.366 0 2 25 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8938 0.0011 0 0.55 3.841 0.42 0 1 28 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 2 2057.8926 2057.8924 -0.0002 0 -0.09 3.246 0.48 0 1 19 36 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8905 -0.0022 0 -1.05 3.636 0.282 0 1 27 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 2 2057.8926 2057.8941 0.0015 0 0.74 3.197 0.35 0 1 18 36 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8963 0.0037 0 1.80 3.451 0.309 0 1 26 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 2 2057.8926 2057.8983 0.0057 0 2.75 3.478 0.484 0 1 18 36 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8927 0.0000 0 0.02 2.957 0.29 0.1 1 28 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8987 0.0061 0 2.95 3.687 0.291 0.1 2 27 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8901 -0.0025 0 -1.23 3.559 0.321 0 1 29 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8882 -0.0045 0 -2.16 2.479 0.31 0.2 6 24 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8874 -0.0053 0 -2.56 2.709 0.277 0.2 2 25 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R GDHPENYDPQQSTSGEVAK V 2 2057.8926 2058.9063 1.0137 -1.0034 5.04 2.693 0.416 0 1 17 36 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8866 -0.0060 0 -2.92 3.403 0.191 0 1 26 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9994 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8888 -0.0038 0 -1.85 3.283 0.187 0.4 6 23 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9991 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8903 -0.0023 0 -1.14 3.04 0.191 0.1 7 23 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9975 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8866 -0.0060 0 -2.92 2.746 0.178 0.1 8 24 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9965 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8921 -0.0005 0 -0.25 2.648 0.154 0.1 3 24 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9908 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8945 0.0019 0 0.91 2.462 0.122 0.6 2 24 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9883 R GDHPENYDPQQSTSGEVAK V 2 2057.8926 2058.9054 1.0128 -1.0034 4.60 1.999 0.241 0.1 1 13 36 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9770 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2057.8919 -0.0007 0 -0.34 2.576 0.081 0.7 4 23 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9520 R GDHPENYDPQQSTSGEVAK V 3 2057.8926 2058.8922 0.9996 -1.0034 -1.82 2.898 0.158 0.8 399 18 72 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9206 N GEEFTASDFK A 2 1129.4927 1129.4952 0.0025 0 2.20 2.206 0.199 0.2 1 13 18 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 D GPNVGTVIFK T 2 1030.5811 1030.5819 0.0008 0 0.74 3.153 0.393 0 1 14 18 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9997 D GPNVGTVIFK T 2 1030.5811 1030.5843 0.0032 0 3.11 3.12 0.367 0 1 16 18 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9991 D GPNVGTVIFK T 2 1030.5811 1030.5842 0.0031 0 2.99 3.102 0.307 0 1 15 18 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9937 D GPNVGTVIFK T 2 1030.5811 1030.5854 0.0043 0 4.20 2.507 0.289 0 1 15 18 1 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GYNPSPVNTANQVK S 2 1487.7368 1487.7373 0.0005 0 0.31 4.087 0.564 0 1 21 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R GYNPSPVNTANQVK S 2 1487.7368 1487.7375 0.0007 0 0.47 3.884 0.555 0 1 22 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R GYNPSPVNTANQVK S 2 1487.7368 1487.7373 0.0005 0 0.31 3.692 0.187 0 1 19 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9994 R GYNPSPVNTANQVK S 2 1487.7368 1487.7375 0.0007 0 0.47 2.848 0.165 0.2 1 19 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9961 R GYNPSPVNTANQVK S 2 1487.7368 1488.7190 0.9821 -1.0034 -14.25 2.461 0.218 0.2 1 16 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9956 R GYNPSPVNTANQVK S 2 1487.7368 1487.7387 0.0019 0 1.29 2.875 0.052 0.7 1 17 26 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R IRLTANNDYWGDGPNVGTVIFK T 3 2449.2390 2450.2342 0.9952 -1.0034 -3.33 4.723 0.394 0 1 33 84 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R IRLTANNDYWGDGPNVGTVIFK T 3 2449.2390 2449.2414 0.0024 0 0.98 6.778 0.496 0 1 40 84 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R IRLTANNDYWGDGPNVGTVIFK T 3 2449.2390 2450.2582 1.0191 -1.0034 6.45 5.737 0.478 0 1 37 84 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R KDGINHGYMAMNMAR F 3 1707.7643 1707.7659 0.0016 0 0.92 4.833 0.494 0 1 32 56 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R KDGINHGYMAMNMAR F 3 1707.7643 1707.7619 -0.0025 0 -1.44 4.238 0.364 0 1 30 56 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R KDGINHGYMAMNMAR F 2 1707.7643 1707.7652 0.0009 0 0.53 4.706 0.485 0 1 24 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R KDGINHGYMAMNMAR F 3 1707.7643 1707.7686 0.0043 0 2.53 3.784 0.352 0 1 28 56 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R KDGINHGYMAMNMAR F 2 1707.7643 1708.7654 1.0011 -1.0034 -1.30 3.697 0.311 0 1 22 28 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9989 R KDGINHGYMAMNMAR F 4 1707.7643 1707.7659 0.0016 0 0.95 1.903 0.11 4.8 1 31 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9964 R KDGINHGYMAMNMAR F 3 1723.7643 1723.7613 -0.0031 0 -1.78 4.259 0.533 0 1 30 56 2 0 1 KDGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9962 R KDGINHGYMAMNMAR F 3 1723.7643 1723.7482 -0.0162 0 -9.37 4.226 0.387 0 1 30 56 2 0 1 KDGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9949 R KDGINHGYMAMNMAR F 3 1723.7643 1723.7482 -0.0162 0 -9.37 4.012 0.516 0 1 31 56 2 0 1 KDGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9945 R KDGINHGYMAMNMAR F 4 1707.7643 1707.7683 0.0039 0 2.30 2.248 0.034 1.2 1 32 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9908 R KDGINHGYMAMNMAR F 3 1723.7643 1723.7598 -0.0045 0 -2.63 3.622 0.327 0 1 29 56 2 0 1 KDGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9900 R KDGINHGYMAMNMAR F 3 1723.7643 1723.7482 -0.0162 0 -9.37 3.756 0.394 0 2 26 56 2 0 1 KDGINHGYMAMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9861 R KDGINHGYMAMNMAR F 3 1723.7643 1723.7605 -0.0038 0 -2.21 3.642 0.452 0 3 25 56 2 0 1 KDGINHGYM[147]AMNMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9794 R KDGINHGYMAMNMAR F 4 1723.7643 1723.7613 -0.0030 0 -1.75 2.347 0.147 1.5 2 29 84 2 0 1 KDGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9762 R KDGINHGYMAMNMAR F 4 1723.7643 1723.7607 -0.0036 0 -2.11 1.866 0.018 2.7 3 27 84 2 0 1 KDGINHGYM[147]AMNMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9680 R KDGINHGYMAMNMAR F 4 1723.7643 1723.7607 -0.0036 0 -2.11 2.384 0.087 4.9 35 26 84 2 0 1 KDGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9649 R KDGINHGYMAMNMAR F 4 1707.7643 1707.7673 0.0030 0 1.73 2.157 0.004 3.4 4 29 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9649 R KDGINHGYMAMNMAR F 3 1739.7643 1739.7517 -0.0127 0 -7.27 2.792 0.239 0.2 1 28 56 2 0 1 KDGINHGYM[147]AM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9617 R KDGINHGYMAMNMAR F 3 1739.7643 1739.7382 -0.0262 0 -15.03 2.741 0.317 0 1 27 56 2 0 1 KDGINHGYM[147]AM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9336 R KDGINHGYMAMNMAR F 3 1723.7643 1723.7587 -0.0056 0 -3.27 2.988 0.179 0.3 18 22 56 2 0 1 KDGINHGYMAM[147]NMAR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9116 R KDGINHGYMAMNMAR F 4 1723.7643 1723.7623 -0.0020 0 -1.19 2.161 0.035 1.4 36 28 84 2 0 1 KDGINHGYMAMNM[147]AR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 3 2180.0538 2180.0621 0.0083 0 3.79 5.631 0.442 0 1 37 76 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 3 2180.0538 2180.0566 0.0028 0 1.27 5.194 0.444 0 1 36 76 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 2 2180.0538 2180.0619 0.0080 0 3.69 4.855 0.608 0 1 26 38 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 2 2180.0538 2180.0584 0.0046 0 2.12 4.412 0.358 0 1 23 38 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 3 2180.0538 2180.0592 0.0053 0 2.45 5.402 0.477 0 1 37 76 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 3 2180.0538 2180.0548 0.0009 0 0.43 5.03 0.486 0 1 37 76 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 2 2180.0538 2180.0654 0.0116 0 5.33 4.209 0.575 0 1 19 38 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 2 2180.0538 2180.0654 0.0116 0 5.33 4.457 0.599 0 1 24 38 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 2 2180.0538 2180.0580 0.0041 0 1.90 4.668 0.628 0 1 25 38 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R LTANNDYWGDGPNVGTVIFK T 2 2180.0538 2182.0454 1.9916 -2.0067 -6.92 4.713 0.448 0 1 25 38 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 3 1250.6693 1250.6717 0.0024 0 1.93 3.002 0.334 0 7 22 44 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6727 0.0034 0 2.70 3.982 0.484 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6667 -0.0026 0 -2.08 3.325 0.443 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6717 0.0024 0 1.92 3.426 0.537 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6692 -0.0002 0 -0.13 3.69 0.495 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6725 0.0031 0 2.51 4.12 0.466 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6709 0.0015 0 1.24 3.641 0.229 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6690 -0.0003 0 -0.23 4.419 0.507 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6688 -0.0005 0 -0.42 3.33 0.461 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1266.6635 -0.0058 0 -4.56 3.619 0.408 0 1 20 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1266.6627 -0.0066 0 -5.23 3.21 0.373 0 1 20 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6682 -0.0011 0 -0.91 3.477 0.537 0 1 20 22 2 0 1



Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6725 0.0031 0 2.51 3.31 0.497 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6727 0.0034 0 2.70 3.701 0.462 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6745 0.0052 0 4.17 3.425 0.479 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6731 0.0037 0 3.00 3.309 0.464 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6711 0.0018 0 1.43 3.408 0.493 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.9854 0.3161 0 252.76 2.558 0.393 0 1 15 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6729 0.0036 0 2.90 3.533 0.522 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6773 0.0080 0 6.41 3.669 0.492 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6707 0.0014 0 1.14 3.061 0.538 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6748 0.0055 0 4.36 3.583 0.517 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6755 0.0062 0 4.95 3.206 0.415 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6726 0.0033 0 2.60 3.79 0.51 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6740 0.0047 0 3.78 3.303 0.413 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6692 -0.0002 0 -0.13 3.739 0.522 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6654 -0.0039 0 -3.10 3.902 0.407 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6703 0.0009 0 0.75 3.2 0.485 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6679 -0.0014 0 -1.10 3.052 0.501 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 3 1250.6693 1250.6715 0.0021 0 1.72 3.353 0.326 0 1 26 44 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6692 -0.0002 0 -0.13 3.573 0.468 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6714 0.0020 0 1.63 3.47 0.267 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6722 0.0029 0 2.31 3.237 0.479 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6699 0.0006 0 0.46 3.634 0.53 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6682 -0.0011 0 -0.91 3.359 0.476 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6710 0.0017 0 1.34 3.49 0.531 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6709 0.0015 0 1.24 3.559 0.448 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6733 0.0040 0 3.19 3.406 0.487 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1251.6751 1.0058 -1.0034 1.98 3.682 0.468 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6723 0.0030 0 2.41 3.53 0.5 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6756 0.0063 0 5.04 3.301 0.454 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6710 0.0017 0 1.34 3.827 0.486 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6716 0.0023 0 1.82 3.745 0.548 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6712 0.0019 0 1.53 2.622 0.435 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6743 0.0050 0 3.97 3.665 0.515 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6689 -0.0004 0 -0.32 3.72 0.48 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6698 0.0005 0 0.36 3.828 0.506 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6727 0.0034 0 2.70 2.937 0.294 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6720 0.0026 0 2.12 3.78 0.521 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6707 0.0014 0 1.14 3.4 0.475 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6721 0.0028 0 2.21 3.578 0.275 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6718 0.0025 0 2.02 3.879 0.491 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6727 0.0034 0 2.70 3.872 0.232 0.1 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6684 -0.0009 0 -0.71 3.14 0.484 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6683 -0.0010 0 -0.81 3.651 0.474 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1252.6776 2.0083 -2.0067 1.25 4.586 0.446 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6740 0.0047 0 3.78 3.883 0.454 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6692 -0.0002 0 -0.13 3.329 0.246 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6728 0.0035 0 2.80 3.943 0.27 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6709 0.0015 0 1.24 3.665 0.505 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6705 0.0012 0 0.95 3.487 0.494 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6733 0.0040 0 3.19 3.998 0.202 0.1 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6700 0.0007 0 0.55 3.628 0.49 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6854 0.0161 0 12.89 2.907 0.354 0 1 16 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6679 -0.0014 0 -1.10 3.009 0.381 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6731 0.0037 0 3.00 3.001 0.445 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6701 0.0008 0 0.65 3.504 0.209 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6673 -0.0020 0 -1.59 3.48 0.484 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6728 0.0035 0 2.80 3.12 0.457 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6672 -0.0021 0 -1.69 3.078 0.477 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1266.6650 -0.0043 0 -3.40 3.587 0.4 0 1 20 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6707 0.0014 0 1.14 3.499 0.527 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1251.6654 0.9961 -1.0034 -5.78 4.392 0.446 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6737 0.0044 0 3.48 3.788 0.525 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1267.7854 1.1161 -1.0034 89.03 3.565 0.379 0 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 3 1266.6693 1266.6630 -0.0063 0 -5.00 2.678 0.404 0 1 20 44 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6650 -0.0043 0 -3.45 3.439 0.503 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6772 0.0079 0 6.31 3.726 0.499 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6767 0.0074 0 5.92 3.136 0.529 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6706 0.0013 0 1.04 3.082 0.486 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6714 0.0020 0 1.63 3.266 0.499 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6733 0.0040 0 3.19 3.677 0.509 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6673 -0.0020 0 -1.59 3.476 0.537 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6710 0.0017 0 1.34 3.568 0.466 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1266.6650 -0.0043 0 -3.40 3.801 0.41 0 1 20 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6704 0.0011 0 0.85 3.452 0.479 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6722 0.0029 0 2.31 3.435 0.526 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6761 0.0068 0 5.43 3.579 0.323 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6728 0.0035 0 2.80 4.024 0.47 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1251.6582 0.9889 -1.0034 -11.59 4.519 0.475 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6727 0.0034 0 2.70 3.699 0.522 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6697 0.0003 0 0.26 3.729 0.463 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6682 -0.0011 0 -0.91 3.571 0.484 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6703 0.0009 0 0.75 3.925 0.481 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6705 0.0012 0 0.95 3.809 0.489 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6711 0.0018 0 1.43 3.294 0.518 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1266.6646 -0.0047 0 -3.69 3.824 0.177 0 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6678 -0.0015 0 -1.20 3.448 0.451 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6694 0.0001 0 0.07 2.95 0.479 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6712 0.0019 0 1.53 3.736 0.488 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1252.2654 1.5961 -2.0067 -328.29 3.428 0.407 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6684 -0.0009 0 -0.71 3.723 0.49 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6697 0.0003 0 0.26 3.516 0.515 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6714 0.0020 0 1.63 3.559 0.509 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1251.6770 1.0077 -1.0034 3.44 3.622 0.479 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6728 0.0035 0 2.80 3.155 0.442 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6710 0.0017 0 1.34 3.476 0.539 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6710 0.0017 0 1.34 3.179 0.542 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6738 0.0045 0 3.58 3.99 0.314 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6722 0.0029 0 2.31 3.405 0.51 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6698 0.0005 0 0.36 3.597 0.515 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6720 0.0026 0 2.12 3.61 0.48 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6742 0.0048 0 3.87 3.773 0.502 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1266.6639 -0.0054 0 -4.27 3.414 0.364 0 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6706 0.0013 0 1.04 3.866 0.479 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6751 0.0058 0 4.65 3.191 0.475 0 1 15 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6709 0.0015 0 1.24 3.814 0.478 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6699 0.0006 0 0.46 3.5 0.503 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6743 0.0050 0 3.97 3.748 0.535 0 1 20 22 2 0 1



Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6676 -0.0017 0 -1.40 2.912 0.36 0 1 16 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6777 0.0084 0 6.70 2.858 0.461 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6701 0.0008 0 0.65 3.836 0.488 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6737 0.0044 0 3.48 3.333 0.488 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6721 0.0028 0 2.21 3.669 0.491 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6799 0.0106 0 8.46 3.123 0.454 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6734 0.0041 0 3.29 3.117 0.509 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6686 -0.0008 0 -0.62 3.69 0.513 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6654 -0.0039 0 -3.10 4.125 0.463 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6684 -0.0009 0 -0.71 3.444 0.263 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6733 0.0040 0 3.19 4.266 0.39 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6714 0.0020 0 1.63 3.08 0.532 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6712 0.0019 0 1.53 3.683 0.477 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6690 -0.0003 0 -0.23 2.716 0.509 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6688 -0.0005 0 -0.42 3.224 0.472 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6733 0.0040 0 3.19 3.34 0.482 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6755 0.0062 0 4.95 3.62 0.543 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6854 0.0161 0 12.89 3.22 0.482 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6729 0.0036 0 2.90 3.93 0.223 0.1 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.9854 0.3161 0 252.76 2.921 0.462 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6750 0.0057 0 4.56 3.55 0.494 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6689 -0.0004 0 -0.32 3.477 0.515 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6684 -0.0009 0 -0.71 3.197 0.465 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6692 -0.0002 0 -0.13 3.355 0.41 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6728 0.0035 0 2.80 3.849 0.27 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6739 0.0046 0 3.68 3.531 0.513 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6729 0.0036 0 2.90 3.188 0.449 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6715 0.0022 0 1.73 3.688 0.526 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6739 0.0046 0 3.68 3.566 0.472 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6722 0.0029 0 2.31 3.182 0.484 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6740 0.0047 0 3.78 2.853 0.435 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6728 0.0035 0 2.80 3.737 0.507 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6725 0.0031 0 2.51 3.685 0.535 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6721 0.0028 0 2.21 3.549 0.507 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1266.6654 -0.0039 0 -3.06 3.22 0.351 0 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6697 0.0003 0 0.26 3.692 0.518 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6742 0.0048 0 3.87 3.593 0.521 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6654 -0.0039 0 -3.10 3.219 0.445 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6681 -0.0013 0 -1.01 3.422 0.219 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6747 0.0053 0 4.26 3.38 0.504 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6677 -0.0016 0 -1.30 3.535 0.52 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1251.6737 1.0044 -1.0034 0.80 3.941 0.441 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6716 0.0023 0 1.82 3.817 0.498 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6675 -0.0019 0 -1.50 3.502 0.523 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6654 -0.0039 0 -3.10 3.696 0.526 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6692 -0.0002 0 -0.13 3.456 0.475 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.9854 0.3161 0 252.76 2.757 0.357 0 1 14 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6712 0.0019 0 1.53 3.571 0.524 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6699 0.0006 0 0.46 3.149 0.422 0 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6690 -0.0003 0 -0.23 3.634 0.558 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6706 0.0013 0 1.04 3.795 0.492 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1266.6693 1266.6646 -0.0047 0 -3.69 3.25 0.391 0 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6745 0.0052 0 4.17 3.479 0.519 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6721 0.0028 0 2.21 3.071 0.476 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6725 0.0031 0 2.51 3.771 0.255 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6707 0.0014 0 1.14 3.744 0.506 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6715 0.0022 0 1.73 3.45 0.432 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6729 0.0036 0 2.90 3.353 0.5 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6718 0.0025 0 2.02 4.09 0.457 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6723 0.0030 0 2.41 3.877 0.477 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6734 0.0041 0 3.29 3.799 0.503 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6709 0.0015 0 1.24 4.142 0.22 0.1 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6723 0.0030 0 2.41 3.823 0.217 0.1 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6729 0.0036 0 2.90 4.334 0.385 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6694 0.0001 0 0.07 3.861 0.475 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6688 -0.0005 0 -0.42 3.683 0.505 0 1 20 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R NLAMFASAVLSK A 2 1250.6693 1250.6717 0.0024 0 1.92 3.558 0.209 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R NLAMFASAVLSK A 2 1250.6693 1250.8054 0.1361 0 108.84 2.373 0.353 0 1 15 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R NLAMFASAVLSK A 3 1250.6693 1250.6782 0.0088 0 7.07 2.468 0.323 0.1 27 20 44 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R NLAMFASAVLSK A 3 1250.6693 1250.6693 -0.0001 0 -0.04 2.538 0.245 0.1 1 24 44 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R NLAMFASAVLSK A 2 1266.6693 1267.7883 1.1190 -1.0034 91.29 3.1 0.294 0 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R NLAMFASAVLSK A 2 1250.6693 1250.6693 0.0000 0 -0.03 3.409 0.184 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R NLAMFASAVLSK A 2 1250.6693 1250.6698 0.0005 0 0.36 3.47 0.193 0 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R NLAMFASAVLSK A 2 1250.6693 1250.6706 0.0013 0 1.04 3.515 0.196 0.1 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R NLAMFASAVLSK A 2 1266.6693 1266.6854 0.0161 0 12.73 2.405 0.283 0.1 1 17 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R NLAMFASAVLSK A 2 1250.6693 1250.6698 0.0005 0 0.36 3.043 0.188 0.1 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9997 R NLAMFASAVLSK A 2 1266.6693 1266.6665 -0.0028 0 -2.25 3.297 0.119 0.2 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9997 R NLAMFASAVLSK A 2 1266.6693 1266.6643 -0.0050 0 -3.98 3.006 0.162 0.3 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9996 R NLAMFASAVLSK A 2 1250.6693 1250.6743 0.0050 0 3.97 3.251 0.11 0.1 1 19 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9994 R NLAMFASAVLSK A 2 1250.6693 1249.8119 -0.8575 1 113.97 2.955 0.389 0 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9992 R NLAMFASAVLSK A 2 1266.6693 1267.6454 0.9761 -1.0034 -21.49 2.79 0.238 0.1 1 18 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9989 R NLAMFASAVLSK A 2 1266.6693 1266.6650 -0.0043 0 -3.40 3.2 0.065 0.5 1 19 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9986 R NLAMFASAVLSK A 1 1250.6693 1250.6727 0.0034 0 2.72 2.19 0.159 0.1 1 13 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9985 R NLAMFASAVLSK A 1 1250.6693 1250.6727 0.0034 0 2.72 2.156 0.155 0.1 1 13 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9984 R NLAMFASAVLSK A 1 1250.6693 1250.6727 0.0034 0 2.72 2.193 0.131 0.1 1 14 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9980 R NLAMFASAVLSK A 2 1250.6693 1250.6710 0.0017 0 1.34 2.851 0.08 0.1 1 18 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9960 R NLAMFASAVLSK A 3 1250.6693 1250.6685 -0.0008 0 -0.63 3.121 0.081 0 4 23 44 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9960 R NLAMFASAVLSK A 2 1250.6693 1250.6750 0.0057 0 4.56 2.807 0.047 0.3 1 17 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9948 R NLAMFASAVLSK A 2 1266.6693 1267.6454 0.9761 -1.0034 -21.49 2.338 0.205 0.1 1 16 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9926 R NLAMFASAVLSK A 1 1250.6693 1250.6727 0.0034 0 2.72 2.051 0.119 0.2 4 12 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9839 R NLAMFASAVLSK A 3 1250.6693 1250.6782 0.0088 0 7.07 2.244 0.166 0.9 102 16 44 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9758 R NLAMFASAVLSK A 2 1250.6693 1250.9854 0.3161 0 252.76 1.966 0.214 0.3 113 11 22 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9647 R NLAMFASAVLSK A 2 1266.6693 1267.9854 1.3161 -1.0034 246.93 2.146 0.15 2.9 2 14 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9574 R NLAMFASAVLSK A 2 1266.6693 1266.8854 0.2161 0 170.62 1.621 0.166 3.4 4 13 22 2 0 1 NLAM[147]FASAVLSK
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K SDLEEIGLTVNINQFSNFGPYLDYTSAGK H 3 3191.5299 3191.5376 0.0077 0 2.41 3.545 0.331 0.1 57 23 112 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9997 K SDLEEIGLTVNINQFSNFGPYLDYTSAGK H 3 3191.5299 3193.5382 2.0082 -2.0067 0.48 3.835 0.205 0.1 1 28 112 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9976 K SDLEEIGLTVNINQFSNFGPYLDYTSAGK H 3 3191.5299 3193.5382 2.0082 -2.0067 0.48 3.344 0.16 0.1 1 28 112 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R SDQTLVYARGDHPENYDPQQSTSGEVAK V 3 3091.4119 3092.4182 1.0063 -1.0034 0.96 4.748 0.338 0 5 27 108 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K TITENSTRVQDVINGASHITDNLDSSGFQR A 3 3274.5814 3274.5873 0.0059 0 1.80 7.407 0.538 0 1 45 116 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K TITENSTRVQDVINGASHITDNLDSSGFQR A 3 3274.5814 3275.5882 1.0067 -1.0034 1.04 7.284 0.532 0 1 42 116 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 K TITENSTRVQDVINGASHITDNLDSSGFQR A 3 3274.5814 3275.5698 0.9884 -1.0034 -4.56 4.988 0.22 0 1 40 116 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9997 K TITENSTRVQDVINGASHITDNLDSSGFQR A 4 3274.5814 3275.5676 0.9862 -1.0034 -5.25 4.21 0.224 0.1 1 52 174 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9995 K TITENSTRVQDVINGASHITDNLDSSGFQR A 4 3274.5814 3275.5729 0.9915 -1.0034 -3.61 4.516 0.202 0.1 1 47 174 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9959 K TITENSTRVQDVINGASHITDNLDSSGFQR A 4 3274.5814 3275.5793 0.9979 -1.0034 -1.67 3.05 0.124 3.1 1 49 174 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 5 4047.7996 4047.8018 0.0021 0 0.53 4.978 0.301 0 1 57 264 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4048.8082 1.0085 -1.0034 1.28 7.049 0.63 0 1 52 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 5 4047.7996 4047.8097 0.0101 0 2.49 5.118 0.404 0 1 67 264 2 1 1



Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4063.7996 4063.7891 -0.0105 0 -2.59 7.01 0.618 0 1 48 132 2 1 1 TYAEGDRETM[147]YEEASQLAYDESPWVFLDYAETLR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4048.8382 1.0385 -1.0034 8.70 5.836 0.532 0 1 42 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 5 4047.7996 4047.8063 0.0067 0 1.66 6.844 0.467 0 1 66 264 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4063.7996 4063.7755 -0.0241 0 -5.93 7.012 0.658 0 1 49 132 2 1 1 TYAEGDRETM[147]YEEASQLAYDESPWVFLDYAETLR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 5 4047.7996 4047.8112 0.0116 0 2.86 6.253 0.496 0 1 64 264 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4047.8065 0.0069 0 1.71 7.228 0.632 0 1 49 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 4 4047.7996 4047.8122 0.0126 0 3.11 5.694 0.495 0 1 47 198 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4047.8117 0.0120 0 2.98 7.067 0.628 0 1 49 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4048.8082 1.0085 -1.0034 1.28 6.85 0.656 0 1 50 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4047.8109 0.0113 0 2.79 4.329 0.307 0 1 36 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4047.8069 0.0073 0 1.80 7.066 0.637 0 1 51 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 4 4047.7996 4047.8110 0.0114 0 2.81 5.099 0.487 0 1 46 198 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4047.8084 0.0087 0 2.16 4.791 0.394 0 1 40 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 4 4063.7996 4063.7927 -0.0070 0 -1.71 3.666 0.281 0.2 1 39 198 2 1 1 TYAEGDRETM[147]YEEASQLAYDESPWVFLDYAETLR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4063.7996 4065.8182 2.0185 -2.0067 2.92 7.406 0.636 0 1 48 132 2 1 1 TYAEGDRETM[147]YEEASQLAYDESPWVFLDYAETLR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4063.7996 4063.8045 0.0048 0 1.19 7.09 0.645 0 1 45 132 2 1 1 TYAEGDRETM[147]YEEASQLAYDESPWVFLDYAETLR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4048.8082 1.0085 -1.0034 1.28 6.914 0.643 0 1 49 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4047.8091 0.0095 0 2.34 4.29 0.245 0.1 1 35 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 4 4063.7996 4063.7951 -0.0045 0 -1.11 4.362 0.235 0.1 1 38 198 2 1 1 TYAEGDRETM[147]YEEASQLAYDESPWVFLDYAETLR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4047.8036 0.0040 0 0.98 4.083 0.27 0.2 1 35 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4047.7996 4048.8082 1.0085 -1.0034 1.28 3.312 0.311 0 1 28 132 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9909 R TYAEGDRETMYEEASQLAYDESPWVFLDYAETLR A 3 4063.7996 4063.8063 0.0067 0 1.64 3.451 0.111 0.7 1 30 132 2 1 1 TYAEGDRETM[147]YEEASQLAYDESPWVFLDYAETLR
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2373.1258 0.9901 -1.0034 -5.57 4.087 0.262 0 1 35 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 4.419 0.398 0 1 34 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 4.402 0.256 0 1 34 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 2 2372.1356 2373.1251 0.9895 -1.0034 -5.85 5.487 0.53 0 1 26 42 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 4.324 0.369 0 1 37 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1782 2.0425 -2.0067 15.11 4.349 0.316 0 1 35 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.428 0.345 0 1 31 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 2 2372.1356 2372.1373 0.0017 0 0.71 5.239 0.603 0 1 25 42 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2373.1214 0.9857 -1.0034 -7.43 3.723 0.323 0.1 1 37 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.807 0.303 0 1 32 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2372.1390 0.0034 0 1.42 4.734 0.398 0 1 36 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 2 2372.1356 2372.1456 0.0100 0 4.21 5.776 0.564 0 1 27 42 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2372.1386 0.0030 0 1.27 5.115 0.434 0 1 37 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 4.783 0.403 0 1 35 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2372.1430 0.0074 0 3.12 5.659 0.41 0 1 44 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1182 1.9825 -2.0067 -10.18 5.062 0.322 0 1 37 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 4.382 0.304 0 1 35 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.938 0.327 0 1 35 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2372.1386 0.0030 0 1.27 5.187 0.477 0 1 41 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 2 2372.1356 2373.1239 0.9883 -1.0034 -6.37 4.835 0.394 0 1 26 42 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 4.556 0.345 0 1 37 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1182 1.9825 -2.0067 -10.18 3.561 0.331 0 1 33 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.532 0.291 0.3 1 29 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 2 2372.1356 2373.1224 0.9868 -1.0034 -6.98 4.734 0.386 0 1 26 42 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 2 2372.1356 2373.1268 0.9912 -1.0034 -5.13 5.304 0.444 0 1 28 42 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1475 2.0119 -2.0067 2.17 3.729 0.289 0 1 33 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 5.31 0.417 0 1 41 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 2 2372.1356 2373.1263 0.9907 -1.0034 -5.34 4.908 0.225 0 1 23 42 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 4.615 0.398 0 1 38 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.52 0.276 0.1 1 28 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R VQDVINGASHITDNLDSSGFQR A 2 2372.1356 2373.1217 0.9861 -1.0034 -7.29 4.871 0.208 0 1 22 42 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2371.1596 -0.9761 1 10.09 4.348 0.342 0 1 35 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2373.1258 0.9901 -1.0034 -5.57 4.375 0.206 0.1 1 32 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.538 0.262 0.1 1 30 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.39 0.281 0.1 1 32 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2373.1236 0.9879 -1.0034 -6.50 3.624 0.22 0.1 1 37 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9998 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.088 0.26 0 1 27 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9993 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 2.767 0.244 0.5 1 27 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9993 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 3.372 0.198 0.1 1 33 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9987 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1500 2.0144 -2.0067 3.26 3.037 0.198 0.7 1 30 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9969 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2372.2463 0.1107 0 46.66 2.608 0.183 1.8 6 25 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9692 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 2.964 0.101 1.8 5 28 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9662 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 2.809 0.092 1.1 2 25 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9595 R VQDVINGASHITDNLDSSGFQR A 3 2372.1356 2374.1482 2.0125 -2.0067 2.46 2.828 0.105 1.1 7 24 84 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQRAEESGTATLLR K 3 3500.7131 3500.7156 0.0025 0 0.71 6.406 0.462 0 1 42 128 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQRAEESGTATLLR K 4 3500.7131 3500.7172 0.0041 0 1.17 4.673 0.358 0 1 52 192 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9995 R VQDVINGASHITDNLDSSGFQRAEESGTATLLR K 4 3500.7131 3500.7177 0.0046 0 1.31 4.433 0.146 0.2 1 45 192 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQRAEESGTATLLRK D 4 3628.8081 3630.8109 2.0028 -2.0067 -1.08 5.904 0.479 0 1 49 198 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 R VQDVINGASHITDNLDSSGFQRAEESGTATLLRK D 4 3628.8081 3628.8110 0.0029 0 0.79 4.925 0.306 0 1 50 198 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9978 R VQDVINGASHITDNLDSSGFQRAEESGTATLLRK D 5 3628.8081 3630.8136 2.0055 -2.0067 -0.33 2.214 0.168 4 1 56 264 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9951 R VQDVINGASHITDNLDSSGFQRAEESGTATLLRK D 5 3628.8081 3630.8136 2.0055 -2.0067 -0.33 2.552 0.182 1.4 4 51 264 2 1 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K VTNQVFDTLIQFAAGSGGQLEDALATDYTLEGTTATLTLR E 3 4201.1066 4201.1105 0.0039 0 0.92 5.809 0.498 0 1 32 156 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 1 K VTNQVFDTLIQFAAGSGGQLEDALATDYTLEGTTATLTLR E 3 4201.1066 4201.1229 0.0163 0 3.89 5.948 0.412 0 2 28 156 2 0 1
Q5V092_HALMA 1 Dipeptide ABC transporter ATP-binding dppD rrnAC2228 575 63.8 29 589 0.9999 K VTNQVFDTLIQFAAGSGGQLEDALATDYTLEGTTATLTLR E 3 4201.1066 4201.1244 0.0178 0 4.23 4.008 0.27 0.1 24 24 156 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7403 0.0651 0 16.61 3.038 0.232 0.3 1 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R AENEYPYGYDDSQLGEAR S 2 2075.8708 2075.8734 0.0026 0 1.23 5.348 0.546 0 1 26 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R AENEYPYGYDDSQLGEAR S 2 2075.8708 2075.8756 0.0048 0 2.29 5.32 0.53 0 1 25 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R AENEYPYGYDDSQLGEAR S 2 2075.8708 2075.8707 -0.0001 0 -0.06 5.147 0.569 0 1 25 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R AENEYPYGYDDSQLGEAR S 2 2075.8708 2076.8778 1.0070 -1.0034 1.74 5.426 0.56 0 1 25 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R AENEYPYGYDDSQLGEAR S 2 2075.8708 2075.8768 0.0060 0 2.88 3.399 0.203 0.1 1 18 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9992 R AENEYPYGYDDSQLGEAR S 2 2075.8708 2075.8724 0.0016 0 0.76 3.019 0.138 0.2 1 19 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9982 Y AMNQHTVVEQVFK Q 3 1529.7660 1529.7707 0.0047 0 3.07 3.46 0.283 0 3 21 48 1 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0631 0.0128 0 5.44 4.187 0.421 0 1 32 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 4.269 0.493 0 1 33 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0533 1.0031 -1.0034 -0.11 3.877 0.424 0 1 31 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0636 0.0134 0 5.67 4.626 0.477 0 1 36 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 3.799 0.347 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 2 2362.0502 2363.0238 0.9736 -1.0034 -12.61 4.875 0.508 0 1 28 40 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0576 0.0074 0 3.11 4.487 0.403 0 1 31 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0649 0.0147 0 6.21 3.687 0.305 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0587 2.0085 -2.0067 0.77 3.508 0.405 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0482 -0.0020 0 -0.84 4.648 0.45 0 1 34 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0634 1.0132 -1.0034 4.15 3.814 0.372 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 4.215 0.483 0 1 32 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0691 0.0189 0 8.00 3.78 0.334 0 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 2 2362.0502 2364.0454 1.9952 -2.0067 -4.86 4.388 0.445 0 1 28 40 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0530 0.0028 0 1.18 3.57 0.316 0 1 25 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 4.79 0.406 0 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0556 0.0053 0 2.26 3.125 0.303 0.2 5 23 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0676 0.0174 0 7.38 3.953 0.38 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 4.26 0.386 0 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 2 2362.0502 2363.0454 0.9952 -1.0034 -3.44 5.85 0.566 0 1 29 40 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0502 1.0000 -1.0034 -1.43 4.066 0.413 0 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0512 0.0009 0 0.40 3.919 0.33 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 3.734 0.395 0 1 30 80 2 0 1



Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0409 0.9906 -1.0034 -5.39 4.362 0.401 0 1 35 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 4.524 0.429 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 4.254 0.422 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0860 0.0357 0 15.13 4.209 0.419 0 1 31 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.816 0.43 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 3.962 0.337 0 1 31 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0582 0.0079 0 3.36 4.087 0.393 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0647 0.0145 0 6.14 3.704 0.301 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0528 0.0026 0 1.10 3.757 0.451 0 1 31 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0539 1.0036 -1.0034 0.12 3.507 0.346 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 3.92 0.37 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 3.613 0.345 0 1 32 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 3.723 0.347 0.1 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 3.981 0.34 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0535 1.0033 -1.0034 -0.04 3.47 0.374 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0390 0.9888 -1.0034 -6.16 3.64 0.31 0 1 33 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0493 0.9991 -1.0034 -1.82 3.485 0.338 0 1 26 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 4.029 0.348 0 1 32 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0625 0.0123 0 5.21 4.396 0.468 0 1 31 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0543 0.0041 0 1.72 4.399 0.524 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.69 0.32 0 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 4.42 0.352 0 1 33 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.752 0.39 0 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 4.687 0.465 0 1 32 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0576 0.0074 0 3.11 4.516 0.444 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 3.712 0.35 0.1 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.463 0.307 0 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 4.444 0.461 0 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0564 2.0061 -2.0067 -0.24 3.299 0.336 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0554 0.0052 0 2.18 5.025 0.472 0 1 33 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0468 -0.0034 0 -1.46 3.708 0.359 0 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0405 0.9903 -1.0034 -5.54 4.487 0.357 0 1 34 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 4.156 0.334 0 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0513 1.0011 -1.0034 -0.97 3.751 0.433 0 1 26 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 3.916 0.39 0 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 3.618 0.415 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0553 2.0050 -2.0067 -0.71 3.619 0.311 0 1 25 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0519 0.0017 0 0.71 4.468 0.521 0 1 34 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0563 0.0061 0 2.57 4.281 0.411 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 4.386 0.456 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0382 1.9879 -2.0067 -7.94 3.784 0.362 0 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0728 0.0226 0 9.55 3.777 0.379 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 4.011 0.384 0 1 24 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0462 0.9959 -1.0034 -3.14 4.487 0.402 0 1 31 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0542 1.0040 -1.0034 0.27 3.497 0.256 0.1 1 25 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 3.059 0.31 0.1 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.281 0.266 0.2 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.442 0.235 0 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0562 1.0060 -1.0034 1.13 3.244 0.244 0.1 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.692 0.224 0.1 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0373 1.9871 -2.0067 -8.30 3.244 0.242 0 1 30 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9997 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0511 1.0009 -1.0034 -1.04 3.231 0.239 0.1 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9997 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.362 0.223 0.2 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9997 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0562 1.0060 -1.0034 1.13 3.278 0.227 0.1 1 26 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9996 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0512 0.0009 0 0.40 2.863 0.205 0.1 1 25 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9996 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0545 0.0042 0 1.80 3.004 0.196 0.3 1 29 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9995 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 3.026 0.234 0.3 1 26 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9994 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2362.0535 0.0033 0 1.41 3.49 0.148 0 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9992 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 3.264 0.194 0.2 1 24 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9987 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0705 1.0203 -1.0034 7.17 3.011 0.198 0.1 1 28 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9978 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0782 1.0279 -1.0034 10.41 2.757 0.196 0.3 1 27 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9977 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 2.851 0.187 0.2 1 25 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9944 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2364.0682 2.0179 -2.0067 4.76 2.65 0.168 0.3 1 25 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9922 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0482 0.9979 -1.0034 -2.29 3.491 0.13 0.4 8 25 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9389 K DATFHNGDTVTASDFVYAFER L 3 2362.0502 2363.0623 1.0121 -1.0034 3.68 2.975 0.036 0.4 1 24 80 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFERLTASSNSSR A 3 3265.4912 3265.4950 0.0038 0 1.16 4.497 0.424 0 1 31 116 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFERLTASSNSSR A 4 3265.4912 3266.4909 0.9997 -1.0034 -1.13 4.815 0.463 0 1 49 174 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K DATFHNGDTVTASDFVYAFERLTASSNSSR A 4 3265.4912 3265.4929 0.0016 0 0.50 4.724 0.476 0 1 52 174 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2704.3747 0.0039 0 1.44 5.408 0.442 0 1 41 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2704.3833 0.0125 0 4.62 5.622 0.373 0 1 44 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2704.3760 0.0052 0 1.91 5.592 0.401 0 1 45 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2704.3775 0.0066 0 2.45 5.809 0.409 0 1 45 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 2 2704.3708 2704.3734 0.0026 0 0.95 5.027 0.501 0 1 24 44 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2704.3813 0.0105 0 3.88 4.753 0.386 0 1 36 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2704.3776 0.0068 0 2.52 5.768 0.472 0 1 45 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2705.4082 1.0373 -1.0034 12.57 4.093 0.28 0.1 1 30 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 2 2704.3708 2704.3734 0.0026 0 0.95 4.895 0.509 0 1 24 44 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 2 2704.3708 2704.3773 0.0065 0 2.39 4.918 0.505 0 1 24 44 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 2 2704.3708 2704.3788 0.0079 0 2.93 4.864 0.283 0.1 1 21 44 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2704.3727 0.0019 0 0.69 5.875 0.486 0 1 44 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2704.3802 0.0094 0 3.47 5.464 0.425 0 1 43 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9994 R DQLQSVYIDLEVNQAPFNTLLER G 3 2704.3708 2705.4082 1.0373 -1.0034 12.57 3.777 0.199 0.2 3 28 88 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K MNTVSLGDRE - 2 1120.5182 1120.5193 0.0010 0 0.93 2.983 0.388 0 1 15 18 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 K MNTVSLGDRE - 2 1120.5182 1120.5201 0.0019 0 1.69 3.545 0.257 0.1 1 16 18 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 K MNTVSLGDRE - 2 1120.5182 1120.5183 0.0001 0 0.05 2.945 0.359 0 1 16 18 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 K MNTVSLGDRE - 2 1120.5182 1120.5185 0.0003 0 0.27 3.603 0.282 0 1 16 18 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9874 K MNTVSLGDRE - 2 1120.5182 1120.5184 0.0002 0 0.16 3.18 0.032 1.1 1 15 18 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGK V 2 1777.8523 1777.8575 0.0052 0 2.92 4.728 0.166 0.1 1 23 30 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGK V 3 1777.8523 1777.8572 0.0049 0 2.74 3.305 0.319 0 1 26 60 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGK V 2 1777.8523 1777.8550 0.0026 0 1.48 3.993 0.474 0 1 22 30 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGK V 2 1777.8523 1777.8586 0.0063 0 3.54 5.029 0.452 0 1 24 30 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGK V 2 1777.8523 1777.8548 0.0025 0 1.41 4.119 0.477 0 1 24 30 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGK V 2 1777.8523 1777.8578 0.0054 0 3.06 4.168 0.499 0 1 24 30 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 R NADIFELPTAQYDPGK V 2 1777.8523 1777.8558 0.0035 0 1.96 4.376 0.087 0.1 1 23 30 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGR Q 2 3021.3839 3021.3910 0.0070 0 2.33 4.767 0.571 0 1 23 52 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGR Q 2 3021.3839 3021.3998 0.0158 0 5.24 4.594 0.531 0 1 24 52 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGR Q 3 3021.3839 3021.3898 0.0059 0 1.94 4.41 0.461 0 1 37 104 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGR Q 3 3021.3839 3021.3936 0.0097 0 3.21 5.145 0.541 0 1 39 104 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGR Q 3 3021.3839 3021.3889 0.0050 0 1.64 4.865 0.549 0 1 41 104 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGR Q 3 3021.3839 3021.3891 0.0051 0 1.70 4.489 0.468 0 1 38 104 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGRQIGSYGELR N 3 4024.8926 4024.8935 0.0008 0 0.21 4.752 0.458 0 1 42 140 2 2 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGRQIGSYGELR N 3 4024.8926 4024.8931 0.0005 0 0.12 4.729 0.455 0 1 37 140 2 2 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGRQIGSYGELR N 4 4024.8926 4025.8909 0.9983 -1.0034 -1.26 3.71 0.432 0 1 52 210 2 2 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R NADIFELPTAQYDPGKVSVEEEDDQGRQIGSYGELR N 4 4024.8926 4024.8999 0.0072 0 1.80 3.08 0.318 0 1 53 210 2 2 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 D PGKVSVEEEDDQGR Q 2 1543.7114 1543.7142 0.0028 0 1.80 5.221 0.52 0 1 21 26 1 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 D PGKVSVEEEDDQGR Q 3 1543.7114 1543.7089 -0.0025 0 -1.65 4.205 0.401 0 1 26 52 1 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 D PGKVSVEEEDDQGR Q 2 1543.7114 1543.7152 0.0038 0 2.44 4.588 0.453 0 1 19 26 1 1 1



Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 D PGKVSVEEEDDQGR Q 3 1543.7114 1543.7085 -0.0029 0 -1.88 3.795 0.406 0 1 25 52 1 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9967 D PGKVSVEEEDDQGR Q 3 1543.7114 1542.6982 -1.0133 1 -8.59 3.938 0.435 0 1 29 52 1 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 D PGKVSVEEEDDQGRQIGSYGELR N 3 2547.2201 2547.2191 -0.0010 0 -0.39 4.768 0.423 0 1 41 88 1 2 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 D PGKVSVEEEDDQGRQIGSYGELR N 4 2547.2201 2547.2204 0.0003 0 0.11 4.905 0.478 0 1 39 132 1 2 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.8882 1.8575 -2.0067 -72.33 2.978 0.357 0 1 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2078.0306 2078.0273 -0.0033 0 -1.60 2.763 0.377 0 1 27 68 2 0 1 QAVAYAM[147]NQHTVVEQVFK
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0482 1.0175 -1.0034 6.88 3.187 0.405 0 1 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0398 0.0092 0 4.46 3.179 0.293 0 1 28 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0323 0.0017 0 0.82 3.033 0.367 0 1 26 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0482 1.0175 -1.0034 6.88 3.091 0.321 0 2 20 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0362 0.0055 0 2.68 2.701 0.308 0 1 24 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0349 0.0042 0 2.06 3.142 0.45 0 1 30 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2078.0306 2078.0260 -0.0046 0 -2.21 2.647 0.333 0 1 23 68 2 0 1 QAVAYAM[147]NQHTVVEQVFK
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2078.0306 2078.0271 -0.0035 0 -1.69 2.643 0.35 0 1 26 68 2 0 1 QAVAYAM[147]NQHTVVEQVFK
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0254 -0.0053 0 -2.56 3.178 0.349 0 1 24 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 2 2062.0306 2062.0338 0.0032 0 1.53 5.54 0.543 0 1 21 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0482 1.0175 -1.0034 6.88 2.777 0.378 0 1 26 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0314 0.0008 0 0.37 2.616 0.322 0.3 1 21 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0482 1.0175 -1.0034 6.88 3.023 0.37 0 1 25 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 2 2062.0306 2062.0328 0.0022 0 1.06 5.674 0.563 0 1 24 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0391 0.0085 0 4.10 2.693 0.382 0 1 25 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R QAVAYAMNQHTVVEQVFK Q 2 2062.0306 2062.0362 0.0056 0 2.72 5.176 0.489 0 1 22 34 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0391 0.0085 0 4.10 2.545 0.27 0 1 23 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 R QAVAYAMNQHTVVEQVFK Q 2 2078.0306 2079.0254 0.9948 -1.0034 -4.10 3.682 0.239 0 1 20 34 2 0 1 QAVAYAM[147]NQHTVVEQVFK
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0365 1.0058 -1.0034 1.21 2.33 0.32 0.2 1 24 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0335 1.0029 -1.0034 -0.22 2.952 0.264 0.3 1 23 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9997 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0388 1.0082 -1.0034 2.36 2.948 0.244 0.3 1 20 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9996 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0582 0.0275 0 13.36 2.819 0.2 0.5 1 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9995 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0335 1.0029 -1.0034 -0.22 2.536 0.294 0.9 5 19 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9994 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0304 0.9998 -1.0034 -1.72 2.814 0.244 0.1 2 23 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9994 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0396 0.0090 0 4.37 2.543 0.235 1.1 4 19 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9994 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2064.0382 2.0075 -2.0067 0.41 2.748 0.236 0.2 1 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9993 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0401 1.0095 -1.0034 2.98 2.323 0.272 0 1 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9992 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0352 1.0046 -1.0034 0.58 2.544 0.281 0.2 6 19 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9983 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2064.0382 2.0075 -2.0067 0.41 2.753 0.209 0.5 2 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9982 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0462 1.0155 -1.0034 5.91 2.258 0.243 0.1 1 24 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9979 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0372 1.0066 -1.0034 1.56 2.759 0.202 0.1 2 23 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9976 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0403 1.0097 -1.0034 3.07 2.547 0.216 0.2 2 21 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9968 R QAVAYAMNQHTVVEQVFK Q 2 2078.0306 2079.0454 1.0148 -1.0034 5.52 3.029 0.158 0.5 1 15 34 2 0 1 QAVAYAM[147]NQHTVVEQVFK
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9961 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0482 1.0175 -1.0034 6.88 2.347 0.203 1.9 1 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9955 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0182 0.9875 -1.0034 -7.66 2.373 0.263 0.3 41 17 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9950 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0424 0.0118 0 5.70 2.29 0.212 0.9 28 18 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9933 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0346 1.0040 -1.0034 0.32 2.845 0.136 0.1 1 23 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9902 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0460 0.0154 0 7.48 2.718 0.116 0.1 7 18 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9897 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2064.0357 2.0050 -2.0067 -0.80 2.88 0.114 0.4 1 25 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9888 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0341 0.0035 0 1.71 2.297 0.114 5.2 1 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9887 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0405 1.0099 -1.0034 3.16 2.481 0.167 0.5 3 22 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9832 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0482 1.0175 -1.0034 6.88 2.484 0.142 1.1 2 21 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9801 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0332 1.0025 -1.0034 -0.39 2.341 0.136 1.9 1 23 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9796 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0482 1.0175 -1.0034 6.88 2.274 0.162 0.8 3 20 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9783 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2064.0382 2.0075 -2.0067 0.41 2.453 0.12 0.4 1 26 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9706 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2064.0382 2.0075 -2.0067 0.41 2.682 0.085 0.3 1 23 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9467 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0482 1.0175 -1.0034 6.88 2.333 0.091 0.8 1 21 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9401 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2064.0412 2.0105 -2.0067 1.86 2.757 0.08 0.3 7 20 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9209 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0393 0.0086 0 4.19 2.024 0.088 5.1 13 20 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9128 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0449 1.0143 -1.0034 5.29 2.652 0.09 1.4 20 19 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9120 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2063.0350 1.0044 -1.0034 0.50 2.372 0.061 0.4 1 21 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9096 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0351 0.0044 0 2.15 2.228 0.069 1.6 26 17 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9073 R QAVAYAMNQHTVVEQVFK Q 3 2062.0306 2062.0268 -0.0038 0 -1.85 2.105 0.065 1.2 11 18 68 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9893 R QAVAYAMNQHTVVEQVFKQR G 4 2346.1903 2346.1887 -0.0017 0 -0.71 2.959 0.068 1 3 37 114 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9985 R QIGSYGELR N 2 1021.5192 1021.5208 0.0016 0 1.59 1.734 0.271 0 1 13 16 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9888 R QIGSYGELR N 2 1021.5192 1021.5199 0.0007 0 0.69 1.54 0.211 0.2 1 11 16 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9811 R QIGSYGELR N 2 1021.5192 1021.5254 0.0062 0 6.09 1.726 0.237 0.2 50 10 16 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9997 K QRGEPAYNFTPK S 3 1406.6942 1406.6944 0.0002 0 0.16 3.023 0.22 0 1 23 44 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9995 K QRGEPAYNFTPK S 2 1406.6942 1407.7054 1.0112 -1.0034 5.60 3.372 0.316 0 1 16 22 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9994 K QRGEPAYNFTPK S 2 1406.6942 1407.7054 1.0112 -1.0034 5.60 3.325 0.308 0 1 16 22 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDR A 2 1437.6637 1437.6648 0.0010 0 0.73 2.37 0.47 0 1 18 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDR A 2 1437.6637 1437.6645 0.0008 0 0.56 2.464 0.491 0 1 19 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDR A 2 1437.6637 1437.6664 0.0026 0 1.83 2.425 0.479 0 1 19 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDR A 2 1437.6637 1437.6673 0.0036 0 2.51 2.488 0.516 0 1 19 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9791 K SIFPGGAQNYNDR A 3 1437.6637 1437.6645 0.0008 0 0.57 2.369 0.059 1.1 1 20 48 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDRAENEYPYGYDDSQLGEAR S 3 3495.5239 3496.5382 1.0142 -1.0034 3.12 5.69 0.555 0 1 39 120 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDRAENEYPYGYDDSQLGEAR S 3 3495.5239 3496.5166 0.9927 -1.0034 -3.05 5.348 0.548 0 1 44 120 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDRAENEYPYGYDDSQLGEAR S 3 3495.5239 3495.5279 0.0039 0 1.12 4.962 0.543 0 1 40 120 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDRAENEYPYGYDDSQLGEAR S 4 3495.5239 3495.5332 0.0092 0 2.64 4.393 0.334 0 1 39 180 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K SIFPGGAQNYNDRAENEYPYGYDDSQLGEAR S 3 3495.5239 3495.5333 0.0094 0 2.70 5.382 0.553 0 1 41 120 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 K SIFPGGAQNYNDRAENEYPYGYDDSQLGEAR S 4 3495.5239 3496.5388 1.0148 -1.0034 3.29 3.887 0.275 0 1 41 180 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R SVMEEAGYGENER F 2 1469.6092 1469.6101 0.0009 0 0.58 3.768 0.512 0 1 20 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R SVMEEAGYGENER F 2 1469.6092 1469.6100 0.0007 0 0.50 4.699 0.414 0 1 19 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R SVMEEAGYGENER F 2 1485.6092 1485.5989 -0.0104 0 -6.98 2.874 0.43 0 1 16 24 2 0 1 SVM[147]EEAGYGENER
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R SVMEEAGYGENER F 2 1469.6092 1469.6102 0.0010 0 0.67 3.293 0.426 0 1 17 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R SVMEEAGYGENER F 2 1485.6092 1485.6096 0.0004 0 0.25 2.736 0.385 0 1 16 24 2 0 1 SVM[147]EEAGYGENER
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R SVMEEAGYGENER F 2 1469.6092 1470.6254 1.0162 -1.0034 8.76 4.692 0.517 0 1 20 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R SVMEEAGYGENER F 2 1485.6092 1485.6047 -0.0045 0 -3.04 2.281 0.373 0 2 14 24 2 0 1 SVM[147]EEAGYGENER
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R SVMEEAGYGENER F 2 1469.6092 1469.6101 0.0009 0 0.58 3.388 0.189 0.3 1 19 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9979 R SVMEEAGYGENER F 2 1469.6092 1469.6112 0.0020 0 1.33 2.857 0.086 2.5 1 17 24 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7285 0.0534 0 13.62 5.899 0.509 0 1 33 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7439 0.0688 0 17.54 4.696 0.384 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.891 0.364 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7366 0.0615 0 15.67 4.414 0.471 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7370 0.0618 0 15.77 3.519 0.266 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7370 0.0618 0 15.77 5.251 0.498 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.897 0.431 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7454 0.0703 0 17.92 3.848 0.344 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7381 0.0629 0 16.05 4.222 0.324 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7490 0.0739 0 18.85 5.047 0.438 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 5.697 0.405 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.293 0.355 0 2 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7465 0.0714 0 18.20 5.513 0.502 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.304 0.446 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.683 0.511 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.888 0.434 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 5.445 0.455 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7362 0.0611 0 15.58 4.545 0.391 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7468 0.0717 0 18.29 5.752 0.502 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7457 0.0706 0 18.01 3.87 0.273 0.1 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.678 0.375 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR



Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.927 0.452 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.963 0.395 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7436 0.0684 0 17.45 4.42 0.396 0 2 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7447 0.0695 0 17.73 5.012 0.434 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 5.151 0.438 0 1 37 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.933 0.37 0 2 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 4.422 0.38 0 1 32 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7311 0.0560 0 14.27 3.015 0.324 0.3 5 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7421 0.0670 0 17.08 4.666 0.492 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7483 0.0732 0 18.66 4.699 0.428 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.332 0.422 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.749 0.468 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.294 0.359 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 4.7 0.378 0 1 27 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.451 0.392 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 4.125 0.398 0 1 35 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7410 0.0659 0 16.80 3.716 0.41 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7384 0.0633 0 16.14 3.521 0.284 0.1 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 5.299 0.497 0 1 33 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.141 0.363 0 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7447 0.0695 0 17.73 5.855 0.452 0 1 34 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7439 0.0688 0 17.54 6.805 0.563 0 1 37 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.911 0.454 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.083 0.373 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7454 0.0703 0 17.92 4.829 0.51 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 5.264 0.248 0 1 31 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7385 1.0634 -1.0034 15.32 4.518 0.315 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.479 0.388 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 5.151 0.457 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.717 0.45 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7483 0.0732 0 18.66 4.539 0.197 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.325 0.427 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.129 0.433 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7439 0.0688 0 17.54 4.325 0.382 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7403 0.0651 0 16.61 5.132 0.445 0 1 33 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 5.579 0.471 0 1 34 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 3.936 0.406 0 1 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7468 0.0717 0 18.29 5.391 0.391 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 5.123 0.351 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.975 0.304 0 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.995 0.341 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.505 0.417 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.037 0.38 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 5.528 0.514 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7362 0.0611 0 15.58 3.539 0.346 0 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7403 0.0651 0 16.61 3.979 0.435 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7271 0.0519 0 13.25 4.031 0.378 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7443 0.0692 0 17.64 4.763 0.427 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.851 0.397 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.404 0.449 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7644 0.0893 0 22.77 5.999 0.513 0 1 35 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7403 0.0651 0 16.61 4.713 0.459 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.923 0.419 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7531 0.0779 0 19.88 5.779 0.596 0 1 36 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7384 0.0633 0 16.14 4.4 0.4 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.184 0.469 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.811 0.413 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.012 0.414 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7414 0.0662 0 16.89 3.905 0.325 0.1 3 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.832 0.393 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.579 0.423 0 5 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.651 0.44 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7307 0.0556 0 14.18 4.297 0.429 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.783 0.392 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7373 0.0622 0 15.86 4.988 0.418 0 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 5.836 0.556 0 1 37 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7534 0.0783 0 19.97 5.074 0.395 0 9 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.25 0.37 0 3 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7370 0.0618 0 15.77 4.618 0.332 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.422 0.407 0.1 4 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7505 0.0754 0 19.22 4.933 0.455 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.813 0.425 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7421 0.0670 0 17.08 4.021 0.365 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7421 0.0670 0 17.08 4.353 0.452 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.428 0.405 0 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7520 0.0769 0 19.60 3.373 0.371 0.1 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7428 0.0677 0 17.26 3.772 0.351 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.981 0.273 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.765 0.446 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7340 0.0589 0 15.02 5.512 0.497 0 1 35 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7490 0.0739 0 18.85 5.032 0.38 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 5.007 0.512 0 1 31 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7439 0.0688 0 17.54 3.912 0.465 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 5.978 0.552 0 1 39 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 5.689 0.491 0 1 33 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 3.907 0.374 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.23 0.443 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7553 0.0801 0 20.44 3.546 0.295 0.1 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.585 0.451 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.297 0.411 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.75 0.346 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7476 0.0725 0 18.48 4.728 0.449 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.757 0.436 0 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7436 0.0684 0 17.45 4.595 0.438 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7425 0.0673 0 17.17 5.277 0.439 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7421 0.0670 0 17.08 5.28 0.496 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.505 0.405 0 1 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 3.89 0.322 0.2 1 29 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.466 0.421 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7450 0.0699 0 17.82 4.37 0.475 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7461 0.0710 0 18.10 4.282 0.46 0 1 31 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 5.465 0.521 0 1 37 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 5.123 0.425 0 1 36 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7414 0.0662 0 16.89 3.406 0.34 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.236 0.353 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7377 0.0626 0 15.95 4.847 0.351 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 5.007 0.448 0 1 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR



Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7403 0.0651 0 16.61 4.546 0.293 0 1 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7384 0.0633 0 16.14 3.835 0.419 0 1 33 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 5.831 0.384 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7326 0.0574 0 14.65 4.883 0.456 0 1 33 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7472 0.0721 0 18.38 4.149 0.375 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7414 0.0662 0 16.89 5.668 0.532 0 1 37 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 3.504 0.358 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 3.733 0.286 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.25 0.378 0 1 30 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7388 0.0637 0 16.23 5.739 0.462 0 1 35 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 4.809 0.471 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 5.011 0.451 0 1 33 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7461 0.0710 0 18.10 5.51 0.49 0 1 32 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7425 0.0673 0 17.17 4.299 0.469 0 6 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 3.947 0.37 0 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.459 0.273 0.1 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7417 0.0666 0 16.98 3.239 0.246 0.1 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7359 0.0607 0 15.49 3.232 0.262 0 1 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.593 0.281 0 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.945 0.253 0.1 4 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.557 0.267 0.1 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 4.127 0.245 0 4 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 4.87 0.204 0 1 30 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 4.146 0.279 0 4 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 3.447 0.26 0 1 29 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 3.574 0.277 0.1 4 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9999 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7382 0.0630 0 16.14 3.759 0.206 0.1 1 26 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9998 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 3.31 0.265 0.1 1 27 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9997 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 2.889 0.27 0.3 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9997 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7355 0.0604 0 15.39 3.076 0.252 0.1 6 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9997 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7082 0.0330 0 8.46 3.46 0.277 0.2 136 20 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9996 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7382 0.0630 0 16.14 3.244 0.188 1 1 25 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9995 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3904.7038 -0.9714 1 7.33 4.218 0.301 0.1 1 28 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9994 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.284 0.229 0.3 2 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9993 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 3.922 0.21 0.1 8 27 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9993 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 4.243 0.156 0 1 31 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9993 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7589 0.0838 0 21.37 3.148 0.173 0.2 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9993 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 2.787 0.259 0.1 2 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9992 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.179 0.234 0.1 3 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9992 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 4.577 0.133 0 1 31 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9991 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7362 0.0611 0 15.58 3.005 0.198 0.4 3 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9991 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7344 0.0593 0 15.11 3.001 0.178 0.4 1 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9988 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3906.7282 1.0530 -1.0034 12.72 4.244 0.135 0 1 32 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9988 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7414 0.0662 0 16.89 4.054 0.142 0.5 11 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9987 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7377 0.0626 0 15.95 3.372 0.137 0.1 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9983 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 2.708 0.22 0.2 1 26 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9979 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7367 1.0616 -1.0034 14.85 2.67 0.263 0.4 14 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9976 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7082 0.0330 0 8.46 3.577 0.138 0.4 9 24 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9974 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7399 0.0648 0 16.51 3.178 0.159 0.4 8 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9970 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 2.57 0.255 0.2 12 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9970 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.745 0.126 0.3 1 28 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9968 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 3.425 0.156 0.2 2 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9968 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.028 0.227 0.2 22 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9965 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 3.266 0.213 0.1 29 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9956 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7082 0.0330 0 8.46 3.042 0.154 0.8 12 23 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9950 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 2.643 0.249 0.2 38 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9940 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7392 0.0640 0 16.33 2.352 0.152 1 1 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9931 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.513 0.178 0.2 49 21 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9918 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7082 0.0330 0 8.46 3.398 0.057 0.6 1 28 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9917 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7382 0.0630 0 16.14 2.891 0.125 1.9 6 25 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9909 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 3.038 0.147 0.1 3 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9907 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 2.968 0.184 1.4 17 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9904 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3904.7210 -0.9542 1 11.74 3.383 0.284 0.4 9 23 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9877 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7384 0.0633 0 16.14 2.524 0.154 2.1 15 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9809 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 2.992 0.129 0.2 5 22 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9791 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3904.7155 -0.9596 1 10.33 3.344 0.217 0.7 1 26 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9768 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 2.518 0.153 1.4 4 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9723 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7454 0.0703 0 17.92 2.339 0.107 2 4 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9688 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7382 0.0630 0 16.14 3.15 0.065 0.9 20 22 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9599 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7370 0.0618 0 15.77 2.519 0.119 0.4 54 20 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9547 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 3.104 0.077 0.4 4 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9511 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7307 0.0556 0 14.18 2.317 0.086 5.1 6 23 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9493 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7082 0.0330 0 8.46 2.792 0.01 2.8 1 24 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9316 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 2.348 0.128 1.2 7 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9238 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7082 0.0330 0 8.46 2.874 0.035 1.6 21 24 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9223 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7682 2.0930 -2.0067 22.02 2.381 0.094 1.9 2 24 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9182 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3921.7479 0.0728 0 18.57 2.455 0.1 1.7 141 21 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9142 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3922.7482 1.0730 -1.0034 17.77 3.229 0.046 0.1 7 25 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9025 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3905.6751 3905.7382 0.0630 0 16.14 2.408 0.014 7.3 2 26 136 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 0.9008 R VSAYDDYYGESASVDGVHFAVIENDSANYNYAMNR N 3 3921.6751 3923.7382 2.0630 -2.0067 14.37 2.729 0.114 0.2 63 20 136 2 0 1 VSAYDDYYGESASVDGVHFAVIENDSANYNYAM[147]NR
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K VSVEEEDDQGR Q 2 1261.5422 1261.5404 -0.0018 0 -1.46 3.211 0.329 0 1 17 20 2 0 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K VSVEEEDDQGRQIGSYGELR N 2 2265.0509 2265.0521 0.0012 0 0.52 3.493 0.441 0 1 18 38 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K VSVEEEDDQGRQIGSYGELR N 3 2265.0509 2265.0518 0.0009 0 0.38 4.218 0.438 0 1 35 76 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K VSVEEEDDQGRQIGSYGELR N 3 2265.0509 2265.0503 -0.0006 0 -0.27 3.998 0.442 0 1 33 76 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K VSVEEEDDQGRQIGSYGELR N 3 2265.0509 2265.0525 0.0016 0 0.70 3.817 0.458 0 1 32 76 2 1 1
Q5UXL1_HALMA 1 Dipeptide ABC transporter dipeptide-binding dppA rrnAC3299 621 33.5 21 465 1 K VSVEEEDDQGRQIGSYGELR N 2 2265.0509 2265.0541 0.0031 0 1.38 3.798 0.45 0 1 20 38 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1486 1.0017 -1.0034 -0.65 4.119 0.283 0 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K EPPSSGNDTVDEWLAAASNFDGTIVDR T 2 2862.2944 2862.2994 0.0050 0 1.74 4.798 0.539 0 1 22 52 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K EPPSSGNDTVDEWLAAASNFDGTIVDR T 3 2862.2944 2862.3043 0.0099 0 3.44 5.802 0.521 0 1 40 104 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K EPPSSGNDTVDEWLAAASNFDGTIVDR T 3 2862.2944 2862.2953 0.0009 0 0.31 5.279 0.51 0 1 30 104 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K EPPSSGNDTVDEWLAAASNFDGTIVDR T 3 2862.2944 2862.3010 0.0066 0 2.29 4.955 0.54 0 1 29 104 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K EPPSSGNDTVDEWLAAASNFDGTIVDR T 2 2862.2944 2862.3011 0.0067 0 2.34 4.821 0.576 0 1 23 52 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 K EPPSSGNDTVDEWLAAASNFDGTIVDR T 2 2862.2944 2862.3021 0.0077 0 2.68 3.604 0.212 0 1 18 52 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9989 K EPPSSGNDTVDEWLAAASNFDGTIVDR T 3 2862.2944 2863.2835 0.9891 -1.0034 -4.98 3.677 0.218 0.3 15 25 104 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9848 K EPPSSGNDTVDEWLAAASNFDGTIVDR T 3 2862.2944 2864.3182 2.0237 -2.0067 5.96 2.931 0.181 0.3 41 23 104 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K FAFGPPALK I 2 946.5276 946.5291 0.0015 0 1.55 2.272 0.35 0 1 15 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 K FAFGPPALK I 2 946.5276 946.5290 0.0013 0 1.42 2.297 0.351 0 3 13 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 K FAFGPPALK I 2 946.5276 946.5284 0.0007 0 0.77 2.303 0.324 0 1 13 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 K FAFGPPALK I 2 946.5276 946.5270 -0.0006 0 -0.65 2.363 0.316 0.1 1 15 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9995 K FAFGPPALK I 2 946.5276 946.5286 0.0010 0 1.03 2.027 0.287 0.3 2 11 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9972 K FAFGPPALK I 2 946.5276 946.5310 0.0034 0 3.61 2.67 0.048 1 1 14 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9959 K FAFGPPALK I 2 946.5276 946.3854 -0.1422 0 -150.21 1.92 0.171 0.9 1 12 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9953 K FAFGPPALK I 1 946.5276 946.5327 0.0051 0 5.39 1.671 0.096 0.3 1 9 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9928 K FAFGPPALK I 1 946.5276 946.5327 0.0051 0 5.39 1.616 0.06 0.6 1 9 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9914 K FAFGPPALK I 1 946.5276 946.5327 0.0051 0 5.39 1.586 0.05 0.3 1 9 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9094 K FAFGPPALK I 2 946.5276 946.5254 -0.0022 0 -2.30 1.838 0.132 0.2 106 8 16 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3825.8985 1.0078 -1.0034 1.17 4.619 0.437 0 1 36 136 2 0 1



Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3825.9018 1.0111 -1.0034 2.03 5.229 0.486 0 1 45 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3825.8867 0.9961 -1.0034 -1.89 5.171 0.474 0 1 43 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3825.9204 1.0298 -1.0034 6.92 4.405 0.443 0 1 32 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3824.8961 0.0055 0 1.44 5.711 0.496 0 1 45 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3826.8982 2.0075 -2.0067 0.22 4.96 0.437 0 1 35 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3826.8982 2.0075 -2.0067 0.22 5.231 0.45 0 1 38 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3840.8906 3840.8856 -0.0050 0 -1.30 4.899 0.466 0 1 36 136 2 0 1 FGPESRPTVWVGQEMDGGLAFDPPVIEIPPM[147]TTVR
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3840.8906 3840.9014 0.0108 0 2.80 4.88 0.474 0 1 36 136 2 0 1 FGPESRPTVWVGQEMDGGLAFDPPVIEIPPM[147]TTVR
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3826.8982 2.0075 -2.0067 0.22 5.319 0.448 0 1 38 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3824.8895 -0.0011 0 -0.28 5.347 0.509 0 1 43 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3824.9002 0.0095 0 2.50 4.919 0.432 0 1 43 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3825.8908 1.0001 -1.0034 -0.84 4.753 0.506 0 1 36 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3826.8814 1.9907 -2.0067 -4.17 4.951 0.481 0 1 35 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3825.8816 0.9910 -1.0034 -3.23 3.561 0.356 0 1 33 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3826.8982 2.0075 -2.0067 0.22 5.336 0.477 0 1 38 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3824.8972 0.0066 0 1.73 5.382 0.516 0 1 44 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3825.9083 1.0177 -1.0034 3.76 4.085 0.245 0 1 36 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9961 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3840.8906 3840.9054 0.0148 0 3.85 5.107 0.433 0 1 42 136 2 0 1 FGPESRPTVWVGQEM[147]DGGLAFDPPVIEIPPMTTVR
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9954 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3840.8906 3840.8981 0.0075 0 1.94 4.934 0.457 0 1 42 136 2 0 1 FGPESRPTVWVGQEM[147]DGGLAFDPPVIEIPPMTTVR
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9749 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3824.8906 3823.8103 -1.0803 1 -20.99 3.151 0.223 0.1 1 31 136 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9661 R FGPESRPTVWVGQEMDGGLAFDPPVIEIPPMTTVR W 3 3840.8906 3842.8882 1.9975 -2.0067 -2.38 4.156 0.243 0 1 31 136 2 0 1 FGPESRPTVWVGQEM[147]DGGLAFDPPVIEIPPMTTVR
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9963 K GAIIVKEPPSSGND T 2 1382.7041 1382.7038 -0.0003 0 -0.21 3.177 0.397 0 1 17 26 1 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K GAIIVKEPPSSGNDTVDEWLAAASNFDGTIVDR T 3 3443.6845 3443.7013 0.0168 0 4.88 5.515 0.548 0 1 33 128 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9996 D GTIVDRTDTDTATVTAGVEGNGGK F 3 2334.1299 2335.1182 0.9882 -1.0034 -6.47 4.638 0.39 0 1 32 92 1 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9989 D GTIVDRTDTDTATVTAGVEGNGGK F 3 2334.1299 2335.1182 0.9882 -1.0034 -6.47 4.301 0.369 0 1 29 92 1 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9973 D GTIVDRTDTDTATVTAGVEGNGGK F 2 2334.1299 2335.1254 0.9955 -1.0034 -3.35 4.474 0.402 0 1 21 46 1 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9949 D GTIVDRTDTDTATVTAGVEGNGGK F 2 2334.1299 2336.1254 1.9955 -2.0067 -4.79 4.982 0.337 0 1 22 46 1 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2583.2759 0.0042 0 1.62 6.68 0.473 0 1 41 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2584.2682 0.9964 -1.0034 -2.67 6.455 0.526 0 1 40 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2583.2744 0.0027 0 1.05 5.677 0.471 0 1 37 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2583.2757 0.0040 0 1.55 7.104 0.515 0 1 40 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2583.2786 0.0069 0 2.68 5.463 0.457 0 1 35 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2584.2982 1.0264 -1.0034 8.94 4.885 0.338 0 1 30 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2584.2682 0.9964 -1.0034 -2.67 5.576 0.35 0 1 33 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2749 0.0031 0 1.21 1.473 0.313 1.5 5 34 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9998 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2585.2957 2.0240 -2.0067 6.70 3.495 0.294 0.1 1 23 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9997 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2584.2682 0.9964 -1.0034 -2.67 5.194 0.193 0 1 29 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9995 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2584.2835 1.0118 -1.0034 3.27 4.648 0.195 0 1 25 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9979 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2749 0.0031 0 1.21 1.445 0.19 6.2 6 37 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9973 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2753 0.0036 0 1.40 2.244 0.272 1.7 101 32 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9946 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2761 0.0043 0 1.68 1.285 0.088 15.7 1 37 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9938 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2763 0.0046 0 1.78 2.248 0.214 1.7 56 30 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9922 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2656 -0.0062 0 -2.38 2.056 0.258 0.6 209 31 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9918 K ISTETTVRWEWTGEGGPHNIVSK G 3 2583.2717 2584.2682 0.9964 -1.0034 -2.67 3.429 0.158 0.2 1 29 88 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9904 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2584.2909 1.0192 -1.0034 6.12 1.753 0.198 1.2 11 36 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9867 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2675 -0.0042 0 -1.63 1.925 0.217 1.6 122 32 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9843 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2717 0.0000 0 -0.02 1.921 0.027 1.4 1 38 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9810 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2753 0.0036 0 1.40 1.488 0.07 9.6 3 36 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9649 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2751 0.0034 0 1.30 1.8 0.162 2.3 85 32 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9441 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2714 -0.0003 0 -0.11 1.888 0.069 9.8 14 36 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9232 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2736 0.0019 0 0.74 1.857 0.112 7.6 66 35 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9186 K ISTETTVRWEWTGEGGPHNIVSK G 4 2583.2717 2583.2739 0.0021 0 0.83 2.286 0.108 1.3 79 36 132 2 1 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9980 D PPVIEIPPMTTVR W 2 1448.8061 1448.8080 0.0018 0 1.27 3.493 0.255 0 1 17 24 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9976 D PPVIEIPPMTTVR W 2 1448.8061 1448.8111 0.0050 0 3.46 3.385 0.258 0 1 16 24 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9961 D PPVIEIPPMTTVR W 2 1448.8061 1448.8073 0.0012 0 0.84 3.305 0.24 0 1 17 24 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9932 D PPVIEIPPMTTVR W 2 1448.8061 1448.8087 0.0026 0 1.77 3.378 0.2 0 1 17 24 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9899 D PPVIEIPPMTTVR W 2 1448.8061 1448.8084 0.0023 0 1.60 3.318 0.185 0 1 17 24 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9874 D PPVIEIPPMTTVR W 2 1448.8061 1448.8087 0.0026 0 1.77 3.245 0.181 0 1 17 24 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9757 D PPVIEIPPMTTVR W 3 1448.8061 1448.8023 -0.0038 0 -2.64 2.845 0.247 0.2 5 20 48 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9742 D PPVIEIPPMTTVR W 2 1448.8061 1448.8073 0.0012 0 0.84 3.37 0.126 0.2 1 17 24 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9496 D PPVIEIPPMTTVR W 2 1448.8061 1448.8065 0.0004 0 0.25 3.29 0.097 0.2 1 15 24 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9374 D PPVIEIPPMTTVR W 2 1464.8061 1464.8039 -0.0022 0 -1.50 2.949 0.127 0 1 15 24 1 0 1 PPVIEIPPM[147]TTVR
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9978 D TATVTAGVEGNGGK F 2 1260.6310 1261.5415 0.9105 -1.0034 -73.69 3.62 0.348 0 1 18 26 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9944 D TDTATVTAGVEGNGGK F 2 1476.7056 1476.7054 -0.0002 0 -0.12 2.536 0.338 0 1 13 30 1 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TDTDTATVTAGVEGNGGK F 3 1692.7802 1694.8760 2.0958 -2.0067 52.62 4.909 0.379 0 1 36 68 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1692.7817 0.0015 0 0.88 6.12 0.445 0 1 27 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TDTDTATVTAGVEGNGGK F 3 1692.7802 1694.8769 2.0967 -2.0067 53.16 4.311 0.25 0 1 36 68 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1693.7718 0.9916 -1.0034 -6.94 5.286 0.338 0 1 27 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1692.7809 0.0006 0 0.37 6.767 0.487 0 1 27 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1692.7834 0.0032 0 1.89 6.679 0.475 0 1 27 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1692.7862 0.0060 0 3.55 5.497 0.383 0 1 24 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1693.7654 0.9852 -1.0034 -10.71 5.847 0.444 0 1 25 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1693.7864 1.0061 -1.0034 1.64 3.412 0.306 0 1 23 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9992 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1692.7784 -0.0018 0 -1.07 3.647 0.067 0.6 1 23 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2430.0273 2430.0326 0.0052 0 2.15 4.918 0.504 0 1 34 76 2 0 1 TNAQAGTM[147]YHYFFEETGEYR
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0420 0.0146 0 6.06 4.745 0.566 0 1 32 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0271 -0.0002 0 -0.08 5.528 0.534 0 1 30 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 4.852 0.568 0 1 28 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0476 0.0203 0 8.41 4.987 0.522 0 1 33 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0374 0.0101 0 4.16 4.102 0.358 0 2 27 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0682 1.0408 -1.0034 15.53 4.585 0.492 0 1 29 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0372 0.0099 0 4.09 5.003 0.504 0 1 34 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 4.321 0.491 0 1 29 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0343 0.0069 0 2.87 5.982 0.59 0 1 36 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 4.764 0.536 0 1 31 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2430.0273 2430.0267 -0.0006 0 -0.26 5.171 0.58 0 1 32 76 2 0 1 TNAQAGTM[147]YHYFFEETGEYR
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0394 0.0121 0 5.00 5.334 0.522 0 1 32 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0197 1.9924 -2.0067 -5.94 3.547 0.334 0.1 2 23 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.2633 1.2359 -1.0034 96.35 4.129 0.465 0 1 30 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 5.059 0.462 0 1 30 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0372 0.0099 0 4.09 5.23 0.549 0 1 31 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0413 1.0140 -1.0034 4.42 4.047 0.396 0 1 25 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0582 2.0308 -2.0067 10.00 4.76 0.483 0 1 34 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0387 0.0113 0 4.69 5.074 0.575 0 1 33 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 5.199 0.537 0 1 31 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0313 0.0040 0 1.66 5.981 0.593 0 1 32 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0282 2.0008 -2.0067 -2.42 5.207 0.58 0 1 30 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.5482 1.5208 -2.0067 -201.26 4.513 0.376 0 1 28 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0282 2.0008 -2.0067 -2.42 4.791 0.445 0 1 33 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 2 2414.0273 2414.0318 0.0045 0 1.87 5.673 0.61 0 1 21 38 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0339 0.0066 0 2.72 5.49 0.531 0 1 34 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 5.128 0.447 0 1 29 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 5.186 0.58 0 1 31 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0329 2.0055 -2.0067 -0.48 4.245 0.372 0 1 25 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0282 2.0008 -2.0067 -2.42 5.093 0.556 0 1 31 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0282 2.0008 -2.0067 -2.42 4.33 0.464 0 1 30 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 2 2414.0273 2414.0350 0.0077 0 3.18 5.768 0.628 0 1 23 38 2 0 1



Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0388 0.0115 0 4.77 5.222 0.568 0 1 33 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 5.314 0.547 0 1 32 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0282 2.0008 -2.0067 -2.42 3.814 0.412 0 1 26 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0320 1.0047 -1.0034 0.55 4.771 0.46 0 1 28 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2416.0582 2.0308 -2.0067 10.00 4.752 0.48 0 1 26 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R TNAQAGTMYHYFFEETGEYR Y 2 2414.0273 2414.0367 0.0094 0 3.89 3.275 0.306 0 1 17 38 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0382 1.0108 -1.0034 3.11 3.411 0.258 0 1 24 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9993 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2415.0415 1.0142 -1.0034 4.50 3.231 0.201 0.3 1 28 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9879 R TNAQAGTMYHYFFEETGEYR Y 3 2414.0273 2414.0343 0.0069 0 2.87 2.716 0.136 0.1 25 21 76 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1588 0.0119 0 4.71 4.742 0.29 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1375 -0.0094 0 -3.73 4.614 0.264 0.1 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1509 0.0040 0 1.58 5.11 0.351 0 1 36 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1475 1.0006 -1.0034 -1.08 4.688 0.247 0.1 3 26 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1602 0.0133 0 5.29 4.206 0.258 0 1 28 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1518 1.0048 -1.0034 0.59 4.998 0.276 0.1 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1419 -0.0050 0 -1.99 5.227 0.34 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1434 -0.0035 0 -1.40 4.617 0.221 0.1 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1308 -0.0162 0 -6.42 4.943 0.356 0 1 36 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.726 0.371 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1571 1.0101 -1.0034 2.70 4.694 0.302 0 1 36 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1447 -0.0022 0 -0.89 4.777 0.34 0 1 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1485 0.0016 0 0.63 5.028 0.371 0 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1513 0.0043 0 1.73 5.051 0.312 0 1 37 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1463 -0.0006 0 -0.24 4.789 0.255 0 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 3.959 0.275 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1472 0.0003 0 0.12 5.283 0.347 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1573 0.0104 0 4.13 5.108 0.234 0 1 35 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.228 0.279 0 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1568 0.0098 0 3.91 4.951 0.319 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1555 0.0086 0 3.40 4.769 0.333 0 1 34 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1525 0.0056 0 2.24 6.275 0.273 0 1 35 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1518 0.0049 0 1.94 4.425 0.325 0 1 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1511 0.0042 0 1.65 3.849 0.309 0.1 1 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1505 0.0036 0 1.43 4.44 0.299 0.1 1 28 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1525 0.0056 0 2.24 4.838 0.277 0 1 37 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.359 0.265 0.1 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1441 -0.0028 0 -1.11 4.728 0.301 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1511 0.0042 0 1.65 4.277 0.313 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1571 0.0102 0 4.05 4.691 0.235 0.1 1 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1572 1.0103 -1.0034 2.77 4.181 0.301 0 3 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1518 0.0049 0 1.94 5.413 0.356 0 1 36 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1388 -0.0081 0 -3.22 4.549 0.224 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1524 0.0054 0 2.16 5.208 0.376 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.295 0.243 0.1 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1544 0.0075 0 2.96 5.239 0.322 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1648 1.0178 -1.0034 5.76 4.822 0.246 0.1 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1578 1.0109 -1.0034 2.99 4.415 0.361 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1566 0.0097 0 3.84 4.786 0.301 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1538 0.0069 0 2.74 5.5 0.317 0 1 35 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1551 0.0082 0 3.25 4.844 0.345 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1571 0.0102 0 4.05 5.309 0.281 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.718 0.343 0 1 35 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.2038 0.0569 0 22.61 4.788 0.263 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1478 0.0009 0 0.34 3.673 0.268 0.1 1 26 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.22 0.305 0 1 36 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1487 0.0018 0 0.71 4.406 0.238 0.1 1 26 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1604 0.0135 0 5.36 4.828 0.319 0 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1500 0.0031 0 1.22 5.017 0.285 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1564 0.0095 0 3.76 4.518 0.366 0 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1472 0.0003 0 0.12 4.829 0.333 0 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1524 0.0054 0 2.16 4.638 0.245 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1516 0.0047 0 1.87 4.492 0.266 0 1 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1437 0.9968 -1.0034 -2.61 4.192 0.265 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1476 0.0007 0 0.27 5.607 0.268 0 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1533 0.0064 0 2.53 4.84 0.254 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1714 0.0245 0 9.73 4.61 0.3 0.1 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1421 -0.0048 0 -1.91 4.362 0.307 0 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1516 1.0046 -1.0034 0.52 4.672 0.316 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1615 0.0146 0 5.80 3.836 0.237 0.2 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.701 0.32 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1383 -0.0087 0 -3.44 4.59 0.312 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1516 0.0047 0 1.87 5.12 0.296 0 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1480 0.0010 0 0.42 3.707 0.302 0 1 28 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 5.05 0.388 0 1 34 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.961 0.357 0 1 35 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1541 1.0072 -1.0034 1.53 4.632 0.338 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1467 -0.0002 0 -0.09 4.162 0.22 0.1 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1446 0.9977 -1.0034 -2.25 4.657 0.24 0.2 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 5.053 0.271 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1293 -0.0176 0 -7.01 4.345 0.335 0 1 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1643 0.0173 0 6.89 4.654 0.315 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1535 0.0065 0 2.60 4.126 0.254 0.1 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.545 0.294 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1580 0.0111 0 4.42 4.238 0.212 0 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 2 2516.1469 2516.1493 0.0023 0 0.93 5.802 0.516 0 1 25 44 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1419 -0.0050 0 -1.99 5.028 0.347 0 1 35 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2518.1482 2.0012 -2.0067 -2.17 4.674 0.271 0 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1522 0.0053 0 2.09 4.4 0.29 0 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1507 1.0037 -1.0034 0.15 4.433 0.275 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1363 -0.0107 0 -4.24 4.312 0.336 0 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1359 -0.0110 0 -4.39 3.775 0.273 0.1 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1434 -0.0035 0 -1.40 4.567 0.243 0.1 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1513 0.0043 0 1.73 5.746 0.287 0 1 36 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1514 1.0045 -1.0034 0.44 4.455 0.261 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.202 0.274 0 1 28 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1531 0.0062 0 2.45 5.518 0.353 0 1 37 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1568 0.0098 0 3.91 4.271 0.276 0.1 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1452 -0.0017 0 -0.68 3.997 0.241 0.1 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.054 0.278 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1498 0.0029 0 1.14 4.865 0.312 0 1 35 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 2 2516.1469 2516.1522 0.0053 0 2.10 5.453 0.554 0 1 24 44 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1494 0.0025 0 1.00 5.396 0.252 0 1 38 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1458 -0.0012 0 -0.46 3.475 0.215 0.3 1 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1395 0.9926 -1.0034 -4.29 4.359 0.228 0 1 28 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1427 -0.0043 0 -1.69 4.096 0.21 0.1 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1388 -0.0081 0 -3.22 3.662 0.233 0.2 1 26 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1504 0.0034 0 1.36 3.824 0.203 0.4 2 25 88 2 0 1



Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1441 0.9971 -1.0034 -2.47 4.282 0.205 0.1 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9999 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 3.947 0.26 0.1 1 29 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9998 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1498 0.0029 0 1.14 4.176 0.158 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9998 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 4.628 0.171 0.1 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9998 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1536 1.0067 -1.0034 1.32 3.941 0.216 0 1 25 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9998 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1496 1.0026 -1.0034 -0.28 4.091 0.208 0.2 1 26 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9997 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1399 0.9929 -1.0034 -4.14 4.418 0.171 0 1 35 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9996 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1439 -0.0030 0 -1.18 3.353 0.181 0.3 1 25 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9996 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1529 1.0059 -1.0034 1.03 3.722 0.227 0.3 4 24 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9994 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2515.2471 -0.8998 1 39.81 4.39 0.279 0 1 31 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9991 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1394 -0.0076 0 -3.00 3.914 0.111 0.2 1 32 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9989 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1521 1.0052 -1.0034 0.73 3.413 0.182 0.3 1 26 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9953 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1565 1.0096 -1.0034 2.48 4.122 0.082 0.1 1 33 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9944 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.0055 -0.1414 0 -56.20 3.159 0.098 2.3 2 27 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9880 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2517.1582 1.0112 -1.0034 3.14 3.46 0.082 0.4 1 30 88 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WEWTGEGGPHNIVSK G 2 1695.8005 1695.8009 0.0004 0 0.21 4.462 0.464 0 1 19 28 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WEWTGEGGPHNIVSK G 2 1695.8005 1695.8009 0.0004 0 0.21 4.571 0.482 0 1 20 28 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WEWTGEGGPHNIVSK G 3 1695.8005 1695.8005 0.0000 0 -0.02 2.24 0.362 0.2 1 25 56 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WEWTGEGGPHNIVSK G 2 1695.8005 1695.8012 0.0007 0 0.42 4.432 0.479 0 1 20 28 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 1 R WEWTGEGGPHNIVSK G 2 1695.8005 1695.8008 0.0002 0 0.14 3.693 0.408 0 1 17 28 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9998 R WEWTGEGGPHNIVSK G 2 1695.8005 1695.8009 0.0004 0 0.21 4.149 0.1 0 1 20 28 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9997 R WEWTGEGGPHNIVSK G 3 1695.8005 1695.8031 0.0025 0 1.50 2.169 0.273 0.1 1 27 56 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9996 R WEWTGEGGPHNIVSK G 3 1695.8005 1695.8027 0.0022 0 1.28 2.355 0.238 0.1 1 23 56 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9992 R WEWTGEGGPHNIVSK G 2 1695.8005 1695.8012 0.0007 0 0.42 3.895 0.057 0.1 2 17 28 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like hcp9 rrnAC0510 297 54.2 15 276 0.9973 R WEWTGEGGPHNIVSK G 3 1695.8005 1695.8027 0.0022 0 1.28 1.926 0.21 0.7 1 27 56 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5405 -0.0020 0 -0.64 3.936 0.204 0.1 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 2 1407.6194 1407.6211 0.0016 0 1.17 3.51 0.515 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 2 1407.6194 1407.6233 0.0038 0 2.73 3.546 0.509 0 1 19 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 2 1407.6194 1407.6181 -0.0013 0 -0.91 3.633 0.48 0 1 19 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 2 1407.6194 1407.6198 0.0004 0 0.30 3.744 0.182 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 1 1407.6194 1408.6204 1.0010 -1.0034 -1.68 3.557 0.462 0 1 13 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 1 1407.6194 1407.6192 -0.0002 0 -0.17 3.06 0.509 0 1 15 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 2 1407.6194 1407.6223 0.0029 0 2.03 3.994 0.256 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 2 1407.6194 1407.6214 0.0020 0 1.43 3.184 0.479 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 2 1407.6194 1407.6224 0.0030 0 2.12 3.523 0.517 0 1 19 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTK I 2 1407.6194 1407.6235 0.0041 0 2.90 4.034 0.212 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTKIAEVFGGR G 2 2237.0640 2237.0687 0.0047 0 2.09 5.349 0.53 0 1 28 38 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTKIAEVFGGR G 3 2237.0640 2238.0631 0.9991 -1.0034 -1.90 3.769 0.416 0 1 29 76 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTKIAEVFGGR G 3 2237.0640 2237.0652 0.0012 0 0.53 4.275 0.393 0 1 35 76 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTKIAEVFGGR G 3 2237.0640 2237.0656 0.0015 0 0.69 4.008 0.413 0 1 33 76 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R AAFIDYDYSDTKIAEVFGGR G 3 2237.0640 2238.0682 1.0041 -1.0034 0.36 4.073 0.433 0 1 31 76 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9985 R AAFIDYDYSDTKIAEVFGGR G 3 2237.0640 2238.0682 1.0041 -1.0034 0.36 2.889 0.254 0.5 1 26 76 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9984 R AAFIDYDYSDTKIAEVFGGR G 3 2237.0640 2238.0682 1.0041 -1.0034 0.36 3.152 0.231 0.2 1 26 76 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9822 R AAFIDYDYSDTKIAEVFGGR G 3 2237.0640 2237.0782 0.0141 0 6.32 2.599 0.163 0.7 5 23 76 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9633 R AAFIDYDYSDTKIAEVFGGR G 3 2237.0640 2237.0482 -0.0159 0 -7.09 2.799 0.097 0.5 2 26 76 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGK R 3 3040.4414 3040.4456 0.0042 0 1.37 6.892 0.546 0 1 48 108 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGK R 3 3040.4414 3041.4382 0.9967 -1.0034 -2.17 6.727 0.533 0 1 48 108 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 4.284 0.307 0 1 46 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5709 1.0284 -1.0034 7.83 3.802 0.312 0.1 1 47 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5490 0.0065 0 2.03 4.665 0.366 0 1 49 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5480 0.0055 0 1.73 4.639 0.414 0 1 50 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5429 0.0004 0 0.12 4.662 0.379 0 1 45 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5502 0.0077 0 2.41 4.842 0.351 0 1 46 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5458 0.0033 0 1.04 3.523 0.253 0.1 1 38 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5427 0.0001 0 0.05 4.573 0.292 0 1 43 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5346 -0.0079 0 -2.47 4.005 0.255 0 1 46 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 4.044 0.336 0 1 43 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5495 0.0070 0 2.18 4.815 0.333 0 1 43 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 5.036 0.413 0 1 42 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5436 0.0011 0 0.35 4.17 0.335 0 1 45 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5507 0.0082 0 2.57 3.971 0.299 0.2 2 40 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 4.545 0.338 0 1 42 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5466 0.0041 0 1.27 3.912 0.389 0 1 48 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5412 -0.0013 0 -0.41 4.274 0.358 0 1 48 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5709 1.0284 -1.0034 7.83 4.152 0.321 0.1 1 40 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5380 -0.0045 0 -1.40 3.858 0.371 0.1 1 44 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 3 3196.5425 3196.5756 0.0331 0 10.34 4.896 0.294 0 1 30 112 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5402 -0.0023 0 -0.72 4.146 0.243 0 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5344 -0.0082 0 -2.55 3.688 0.31 0 2 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5473 0.0048 0 1.50 4.301 0.327 0 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5422 -0.0003 0 -0.11 4.223 0.352 0 1 49 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 3 3196.5425 3196.5609 0.0184 0 5.76 4.728 0.343 0 1 36 112 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5451 0.0026 0 0.81 4.45 0.378 0 1 43 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5517 0.0092 0 2.87 5.187 0.315 0 1 44 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5402 -0.0023 0 -0.72 4.26 0.343 0.1 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 3 3196.5425 3196.5426 0.0001 0 0.03 6.581 0.442 0 1 41 112 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 3 3196.5425 3197.5282 0.9856 -1.0034 -5.54 5.514 0.368 0 1 30 112 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 3 3196.5425 3196.5481 0.0056 0 1.75 6.391 0.424 0 1 39 112 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5353 -0.0072 0 -2.24 4.553 0.411 0 3 39 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 3 3196.5425 3197.7189 1.1764 -1.0034 54.13 6.238 0.46 0 1 37 112 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5380 -0.0045 0 -1.40 4.574 0.273 0 2 39 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5458 0.0033 0 1.04 4.186 0.337 0 4 37 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5549 0.0124 0 3.87 5.252 0.344 0 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5471 0.0045 0 1.42 3.982 0.267 0 1 46 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5385 -0.0040 0 -1.25 3.496 0.273 0.1 1 43 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 4.231 0.379 0 2 39 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5375 -0.0050 0 -1.56 4.322 0.282 0 8 40 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5466 0.0041 0 1.27 3.446 0.256 0.1 2 37 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 5 3196.5425 3196.5490 0.0065 0 2.03 4.516 0.192 0.1 1 64 224 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5415 -0.0011 0 -0.34 4.008 0.229 0.1 2 42 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5444 0.0019 0 0.58 4.793 0.234 0.1 1 44 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 3.908 0.276 0.1 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5709 1.0284 -1.0034 7.83 3.69 0.3 0.1 3 39 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 3.981 0.269 0.1 1 36 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5480 1.0055 -1.0034 0.68 4.16 0.307 0.1 3 36 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5488 0.0063 0 1.96 3.993 0.232 0.1 1 44 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 4.232 0.299 0.1 1 44 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5393 -0.0033 0 -1.02 4.29 0.236 0.2 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 4.239 0.259 0.1 1 40 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5395 -0.0030 0 -0.95 3.996 0.226 0.1 1 48 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9998 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5661 1.0236 -1.0034 6.33 3.735 0.236 0.2 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9998 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5446 0.0021 0 0.66 4.152 0.202 0.5 2 37 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9998 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5407 -0.0018 0 -0.56 3.63 0.18 0.2 1 46 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9998 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 3.848 0.276 0.2 2 39 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9998 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3198.5709 2.0284 -2.0067 6.78 4.072 0.235 0.2 1 44 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9997 K AGDFGYRLWLATQADNDDISSLADLEGKR V 5 3196.5425 3196.5420 -0.0005 0 -0.17 4.278 0.147 0.2 1 54 224 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9997 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5480 0.0055 0 1.73 3.838 0.165 0.2 1 41 168 2 1 1



Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9996 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5441 0.0016 0 0.50 3.584 0.202 0.2 3 38 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9996 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5522 0.0097 0 3.02 3.318 0.216 0.2 4 40 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9996 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5368 -0.0057 0 -1.79 4.369 0.205 0.1 4 38 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9996 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5410 -0.0016 0 -0.49 3.875 0.154 0.2 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9995 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5353 -0.0072 0 -2.24 3.917 0.21 0.3 5 35 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9995 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5446 1.0021 -1.0034 -0.39 3.175 0.21 0.6 1 40 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9994 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5473 1.0048 -1.0034 0.45 3.81 0.199 0.2 1 43 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9993 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5400 -0.0025 0 -0.79 4.008 0.172 0.1 3 36 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9993 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5493 0.0067 0 2.11 3.51 0.14 0.3 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9992 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5709 1.0284 -1.0034 7.83 3.654 0.226 0.1 3 38 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9991 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5436 0.0011 0 0.35 3.696 0.179 0.6 4 39 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9990 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5432 1.0006 -1.0034 -0.85 3.349 0.204 0.6 2 40 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9989 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5522 0.0097 0 3.02 3.362 0.12 0.3 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9980 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 3.815 0.207 0.2 5 38 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9950 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 3.231 0.155 0.9 3 37 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9941 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 3.578 0.103 0.2 1 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9941 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5559 0.0133 0 4.17 3.304 0.077 0.6 2 38 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9928 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5456 1.0031 -1.0034 -0.09 3.516 0.137 0.3 3 38 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9874 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 3.392 0.147 0.2 7 34 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9840 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5432 0.0006 0 0.20 3.581 0.089 0.2 9 35 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9821 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5517 0.0092 0 2.87 2.601 0.073 3.1 5 37 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9765 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5709 1.0284 -1.0034 7.83 3.013 0.051 1.1 1 40 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9728 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3196.5292 -0.0133 0 -4.15 2.87 0.073 1.7 9 36 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9568 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5309 0.9884 -1.0034 -4.69 3.954 0.041 0.2 2 42 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9037 K AGDFGYRLWLATQADNDDISSLADLEGKR V 4 3196.5425 3197.5458 1.0033 -1.0034 -0.01 3.302 0.01 2.3 2 41 168 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 F AVNLAGAVPFSLQISK A 2 1613.9141 1613.9184 0.0043 0 2.67 4.021 0.51 0 1 25 30 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R DTMQPLMDNIAEETGK S 2 1823.8019 1823.7957 -0.0062 0 -3.39 4.393 0.451 0 1 24 30 2 0 1 DTM[147]QPLM[147]DNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R DTMQPLMDNIAEETGK S 2 1791.8019 1791.8049 0.0030 0 1.66 4.295 0.497 0 1 23 30 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R DTMQPLMDNIAEETGK S 2 1791.8019 1791.8032 0.0013 0 0.71 4.854 0.402 0 1 23 30 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R DTMQPLMDNIAEETGK S 2 1823.8019 1823.7939 -0.0080 0 -4.39 5.159 0.447 0 1 23 30 2 0 1 DTM[147]QPLM[147]DNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R DTMQPLMDNIAEETGK S 2 1791.8019 1791.8059 0.0040 0 2.21 4.072 0.495 0 1 24 30 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R DTMQPLMDNIAEETGK S 2 1791.8019 1793.8054 2.0035 -2.0067 -1.77 5.694 0.498 0 1 23 30 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R DTMQPLMDNIAEETGK S 2 1823.8019 1823.7944 -0.0075 0 -4.12 5.039 0.469 0 1 23 30 2 0 1 DTM[147]QPLM[147]DNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R DTMQPLMDNIAEETGK S 2 1791.8019 1793.8100 2.0081 -2.0067 0.79 4.504 0.433 0 1 21 30 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9995 R DTMQPLMDNIAEETGK S 2 1807.8019 1807.7968 -0.0051 0 -2.81 4.601 0.499 0 1 23 30 2 0 1 DTM[147]QPLMDNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9993 R DTMQPLMDNIAEETGK S 2 1807.8019 1807.8006 -0.0013 0 -0.71 4.42 0.53 0 1 23 30 2 0 1 DTM[147]QPLMDNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9992 R DTMQPLMDNIAEETGK S 2 1807.8019 1807.7976 -0.0043 0 -2.40 4.375 0.521 0 1 22 30 2 0 1 DTM[147]QPLMDNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 K IAEVFGGR G 2 847.4552 847.4544 -0.0008 0 -0.99 2.414 0.247 0 1 13 14 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9989 K IAEVFGGR G 2 847.4552 847.4654 0.0102 0 12.06 2.236 0.161 0 1 13 14 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9988 K IAEVFGGR G 2 847.4552 847.4557 0.0004 0 0.52 2.236 0.158 0 1 13 14 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9936 K IAEVFGGR G 2 847.4552 847.4654 0.0102 0 12.06 2.139 0.084 0.1 1 13 14 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R IAFAMTPTEDPAVYR D 2 1696.8181 1696.8158 -0.0024 0 -1.39 3.546 0.407 0 1 20 28 2 0 1 IAFAM[147]TPTEDPAVYR
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R IAFAMTPTEDPAVYR D 2 1680.8181 1680.8236 0.0055 0 3.25 3.219 0.484 0 1 20 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9988 R IAFAMTPTEDPAVYR D 2 1680.8181 1680.8254 0.0073 0 4.36 3.439 0.065 0 1 19 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3454.6095 3454.6118 0.0023 0 0.67 5.417 0.437 0 1 40 120 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3454.6095 3454.6181 0.0085 0 2.47 4.519 0.437 0 1 32 120 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3486.6095 3486.6114 0.0018 0 0.52 4.382 0.404 0 1 34 120 2 1 1 IAFAMTPTEDPAVYRDTM[147]QPLM[147]DNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3454.6095 3454.6140 0.0045 0 1.31 5.252 0.46 0 1 41 120 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3486.6095 3487.6282 1.0186 -1.0034 4.39 3.672 0.403 0 1 29 120 2 1 1 IAFAMTPTEDPAVYRDTM[147]QPLM[147]DNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9993 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3454.6095 3455.6182 1.0086 -1.0034 1.53 3.613 0.243 0.2 1 28 120 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9935 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3470.6095 3470.6006 -0.0089 0 -2.57 6.092 0.517 0 1 41 120 2 1 1 IAFAM[147]TPTEDPAVYRDTMQPLMDNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9904 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3470.6095 3472.6282 2.0186 -2.0067 3.44 6.987 0.583 0 1 45 120 2 1 1 IAFAM[147]TPTEDPAVYRDTMQPLMDNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9887 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3470.6095 3470.6167 0.0072 0 2.07 5.484 0.516 0 1 43 120 2 1 1 IAFAM[147]TPTEDPAVYRDTMQPLMDNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9248 R IAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 3 3470.6095 3471.6382 1.0286 -1.0034 7.29 4.726 0.41 0 1 36 120 2 1 1 IAFAMTPTEDPAVYRDTMQPLM[147]DNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9749 D ISSLADLEGKR V 2 1187.6510 1188.6454 0.9944 -1.0034 -7.52 2.946 0.257 0.1 1 16 20 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9164 D ISSLADLEGKR V 2 1187.6510 1187.6454 -0.0056 0 -4.69 2.76 0.144 0 3 14 20 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 3 2925.5752 2925.5868 0.0116 0 3.96 5.268 0.492 0 1 38 112 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 2 2925.5752 2926.5854 1.0102 -1.0034 2.35 5.981 0.569 0 1 28 56 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 3 2925.5752 2925.5826 0.0074 0 2.52 5.579 0.537 0 1 39 112 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 3 2925.5752 2925.5859 0.0107 0 3.65 5.969 0.552 0 1 45 112 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 2 2925.5752 2925.5882 0.0130 0 4.45 5.958 0.561 0 1 28 56 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 3 2925.5752 2925.5791 0.0039 0 1.33 4.907 0.505 0 1 41 112 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 4 2925.5752 2925.5825 0.0072 0 2.48 2.999 0.254 0.1 1 46 168 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9965 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 4 2925.5752 2925.5842 0.0090 0 3.06 2.218 0.1 1.1 3 38 168 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9939 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 4 2925.5752 2925.5908 0.0155 0 5.31 2.617 0.082 2 4 40 168 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9737 R LHVAGFSTGPTPFAVNLAGAVPFSLQISK A 3 2925.5752 2927.6182 2.0429 -2.0067 12.39 2.985 0.114 0.4 5 24 112 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGK R 2 2274.1015 2274.1063 0.0048 0 2.10 6.79 0.639 0 1 30 40 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGK R 2 2274.1015 2274.1114 0.0099 0 4.35 6.715 0.628 0 1 28 40 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGK R 3 2274.1015 2274.1005 -0.0010 0 -0.46 4.541 0.449 0 1 32 80 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGK R 2 2274.1015 2274.1000 -0.0016 0 -0.69 6.276 0.629 0 1 29 40 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGK R 3 2274.1015 2274.1032 0.0017 0 0.75 4.86 0.48 0 1 37 80 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2430.2054 0.0027 0 1.10 3.859 0.447 0 1 39 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2430.1935 -0.0092 0 -3.79 3.314 0.29 0 2 25 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2430.2080 0.0052 0 2.16 4.462 0.47 0 1 36 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 2 2430.2027 2430.2066 0.0039 0 1.61 5.808 0.522 0 1 28 42 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2430.2071 0.0043 0 1.78 4.501 0.419 0 1 38 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2430.2063 0.0036 0 1.48 5.016 0.456 0 1 37 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2430.2071 0.0043 0 1.78 4.654 0.451 0 1 35 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 4 2430.2027 2430.2094 0.0067 0 2.76 4.729 0.36 0 1 40 126 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 2 2430.2027 2430.2054 0.0027 0 1.11 6.079 0.509 0 1 32 42 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 2 2430.2027 2430.2120 0.0093 0 3.82 4.524 0.225 0 1 22 42 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2430.2041 0.0014 0 0.58 4.922 0.483 0 1 42 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 2 2430.2027 2430.2142 0.0115 0 4.73 5.996 0.531 0 1 31 42 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R LWLATQADNDDISSLADLEGKR V 2 2430.2027 2430.2062 0.0034 0 1.41 5.701 0.528 0 1 29 42 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2431.1632 0.9605 -1.0034 -17.63 3.864 0.334 0 154 20 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9997 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2431.1940 0.9913 -1.0034 -4.97 3.417 0.226 0.2 1 27 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9996 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2431.1817 0.9790 -1.0034 -10.02 3.561 0.229 0.1 3 26 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9988 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2431.1482 0.9454 -1.0034 -23.83 3.371 0.228 0.2 15 23 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9986 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2431.1455 0.9427 -1.0034 -24.94 2.902 0.206 0.3 1 26 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9984 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2429.1780 -1.0247 1 -10.17 3.12 0.319 0 1 34 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9976 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2431.2082 1.0054 -1.0034 0.86 3.398 0.182 0.2 6 24 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9975 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2431.1792 0.9764 -1.0034 -11.07 3.314 0.166 0.4 2 25 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9468 R LWLATQADNDDISSLADLEGKR V 3 2430.2027 2432.1672 1.9645 -2.0067 -17.38 2.928 0.108 1.6 26 21 84 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 R LWLATQADNDDISSLADLEGKRVAHAEPSSNSGNLAPR A 5 4017.9780 4020.0136 2.0356 -2.0067 7.19 4.324 0.31 0.2 1 62 296 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9997 R LWLATQADNDDISSLADLEGKRVAHAEPSSNSGNLAPR A 5 4017.9780 4019.9636 1.9856 -2.0067 -5.25 4.523 0.245 0.1 2 57 296 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PAVYRDTMQPLMDNIAEETGK S 3 2378.1246 2378.1258 0.0012 0 0.50 5.296 0.423 0 1 39 80 1 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PAVYRDTMQPLMDNIAEETGK S 3 2410.1246 2410.1142 -0.0105 0 -4.34 5.07 0.452 0 1 32 80 1 1 1 PAVYRDTM[147]QPLM[147]DNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PAVYRDTMQPLMDNIAEETGK S 2 2378.1246 2378.1207 -0.0039 0 -1.65 5.846 0.578 0 1 26 40 1 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PAVYRDTMQPLMDNIAEETGK S 3 2410.1246 2410.1160 -0.0086 0 -3.58 5.934 0.491 0 1 40 80 1 1 1 PAVYRDTM[147]QPLM[147]DNIAEETGK
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PAVYRDTMQPLMDNIAEETGK S 3 2378.1246 2378.1265 0.0019 0 0.81 5.217 0.47 0 1 35 80 1 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PDRIAFAMTPTEDPAVYR D 3 2048.9989 2049.0055 0.0065 0 3.19 5.53 0.36 0 1 32 68 1 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PDRIAFAMTPTEDPAVYR D 3 2048.9989 2049.0033 0.0043 0 2.11 5.014 0.437 0 1 32 68 1 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 D PDRIAFAMTPTEDPAVYR D 3 2048.9989 2049.9982 0.9992 -1.0034 -2.00 5.344 0.381 0 1 33 68 1 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9994 D PDRIAFAMTPTEDPAVYRDTMQPLMDNIAEETGK S 4 3822.7903 3822.8073 0.0170 0 4.45 4.881 0.337 0 1 43 198 1 2 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PVQSTPDNEDELIDPDR I 2 1938.8807 1938.8728 -0.0079 0 -4.10 3.422 0.496 0 1 15 32 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 D PVQSTPDNEDELIDPDR I 2 1938.8807 1939.9054 1.0247 -1.0034 11.02 4.364 0.499 0 1 19 32 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 D PVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3601.6882 3602.7082 1.0199 -1.0034 4.61 4.405 0.497 0 1 39 124 1 1 1



Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9996 D PVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3601.6882 3603.6982 2.0099 -2.0067 0.90 4.395 0.406 0 1 35 124 1 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R VAEADNIDPTNLK V 2 1398.6991 1398.7008 0.0017 0 1.18 4.268 0.268 0 1 18 24 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R VAEADNIDPTNLK V 2 1398.6991 1398.7003 0.0012 0 0.83 4.498 0.162 0.2 1 18 24 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R VAEADNIDPTNLK V 2 1398.6991 1398.6965 -0.0026 0 -1.87 3.796 0.263 0 1 19 24 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R VAEADNIDPTNLK V 2 1398.6991 1398.6993 0.0002 0 0.14 4.446 0.16 0.1 1 19 24 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R VAEADNIDPTNLK V 2 1398.6991 1398.7011 0.0020 0 1.45 4.019 0.26 0 1 19 24 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R VAEADNIDPTNLK V 2 1398.6991 1398.7000 0.0009 0 0.66 4.086 0.255 0 1 18 24 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 R VAEADNIDPTNLK V 2 1398.6991 1398.6991 -0.0001 0 -0.04 4.362 0.121 0.1 1 18 24 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 R VAEADNIDPTNLK V 2 1398.6991 1398.7027 0.0036 0 2.58 4.221 0.107 0.2 1 18 24 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9996 K VVWASNPFPTTSF C 2 1451.7085 1451.7118 0.0032 0 2.23 2.71 0.439 0 1 20 24 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 3 1774.8348 1774.8396 0.0048 0 2.70 4.989 0.539 0 1 34 56 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1774.8348 1774.8365 0.0017 0 0.96 4.603 0.627 0 1 24 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 3 1790.8348 1790.8315 -0.0033 0 -1.85 3.721 0.442 0 1 33 56 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1774.8348 1774.8399 0.0051 0 2.88 4.968 0.451 0 1 23 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1774.8348 1774.8365 0.0017 0 0.96 4.855 0.382 0 1 23 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1790.8348 1790.8329 -0.0020 0 -1.10 4.173 0.501 0 1 24 28 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1790.8348 1790.8303 -0.0045 0 -2.53 5.17 0.551 0 1 24 28 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1790.8348 1790.8310 -0.0038 0 -2.12 3.961 0.472 0 1 24 28 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 3 1774.8348 1774.8382 0.0033 0 1.88 5.058 0.482 0 1 33 56 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 3 1790.8348 1790.8333 -0.0015 0 -0.83 4.919 0.456 0 1 36 56 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1774.8348 1774.8365 0.0017 0 0.96 4.602 0.664 0 1 24 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1774.8348 1774.8454 0.0106 0 5.99 4.266 0.612 0 1 22 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 3 1774.8348 1774.8332 -0.0016 0 -0.91 4.407 0.432 0 1 37 56 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 3 1790.8348 1790.8306 -0.0042 0 -2.37 3.408 0.287 0 1 29 56 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 3 1790.8348 1790.8315 -0.0033 0 -1.85 3.914 0.455 0 1 34 56 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 3 1774.8348 1774.8347 -0.0001 0 -0.08 5.3 0.46 0 1 35 56 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1790.8348 1790.8309 -0.0039 0 -2.19 4.95 0.496 0 1 23 28 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1774.8348 1774.8353 0.0005 0 0.27 4.555 0.405 0 1 22 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1774.8348 1774.8366 0.0018 0 1.03 3.811 0.647 0 1 23 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 K YFPLNSYASQVEAMR S 2 1790.8348 1790.8327 -0.0021 0 -1.16 4.718 0.371 0 1 23 28 2 0 1 YFPLNSYASQVEAM[147]R
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9976 K YFPLNSYASQVEAMR S 2 1774.8348 1774.8376 0.0028 0 1.58 3.143 0.06 0.4 1 17 28 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9918 R YGDPVQSTPDNED E 2 1435.5739 1435.5776 0.0037 0 2.57 2.612 0.29 0 1 14 24 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9965 R YGDPVQSTPDNEDELID P 2 1905.8116 1905.8159 0.0043 0 2.24 2.529 0.365 0 1 20 32 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9811 R YGDPVQSTPDNEDELID P 2 1905.8116 1905.8138 0.0022 0 1.15 2.462 0.281 0 1 15 32 1 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDR I 2 2273.9924 2273.9974 0.0050 0 2.19 5.043 0.54 0 1 24 38 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDR I 2 2273.9924 2275.0025 1.0101 -1.0034 2.97 4.975 0.497 0 1 25 38 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDR I 2 2273.9924 2273.9972 0.0047 0 2.09 4.928 0.361 0 1 24 38 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3952.8000 3953.7982 0.9981 -1.0034 -1.32 4.968 0.592 0 1 44 136 2 1 1 YGDPVQSTPDNEDELIDPDRIAFAM[147]TPTEDPAVYR
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3952.8000 3953.7982 0.9981 -1.0034 -1.32 5.302 0.551 0 1 45 136 2 1 1 YGDPVQSTPDNEDELIDPDRIAFAM[147]TPTEDPAVYR
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3936.8000 3936.7985 -0.0015 0 -0.39 5.296 0.501 0 1 43 136 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3936.8000 3938.7982 1.9981 -2.0067 -2.17 5.266 0.524 0 1 43 136 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3936.8000 3936.8139 0.0138 0 3.52 5.572 0.465 0 1 45 136 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YGDPVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3936.8000 3938.7982 1.9981 -2.0067 -2.17 5.654 0.509 0 1 45 136 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9989 R YGDPVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 3 3936.8000 3936.8113 0.0113 0 2.86 3.094 0.218 0.6 1 32 136 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9471 R YGDPVQSTPDNEDELIDPDRIAFAMTPTEDPAVYR D 4 3936.8000 3938.8109 2.0109 -2.0067 1.06 3.277 0.205 0.2 218 32 204 2 1 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 2 1458.7831 1458.7854 0.0023 0 1.59 3.237 0.4 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 2 1458.7831 1458.7835 0.0004 0 0.29 3.109 0.385 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 2 1458.7831 1458.7829 -0.0002 0 -0.13 3.402 0.37 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 3 1458.7831 1458.7811 -0.0020 0 -1.40 2.897 0.371 0 1 22 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 3 1458.7831 1458.7882 0.0050 0 3.46 3.239 0.295 0.1 1 21 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 3 1458.7831 1458.7882 0.0050 0 3.46 2.725 0.287 0.2 2 18 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 3 1458.7831 1458.7842 0.0011 0 0.74 4.151 0.365 0 1 23 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 3 1458.7831 1458.7853 0.0022 0 1.49 3.525 0.37 0 1 24 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 3 1458.7831 1458.7859 0.0028 0 1.93 4.183 0.364 0 1 25 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 1 R YNLKPELQEGIR A 2 1458.7831 1458.7856 0.0025 0 1.71 3.414 0.339 0 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 R YNLKPELQEGIR A 3 1458.7831 1458.7582 -0.0250 0 -17.11 3.019 0.226 0.2 1 24 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9999 R YNLKPELQEGIR A 3 1458.7831 1458.7882 0.0050 0 3.46 2.615 0.266 0.2 1 21 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9996 R YNLKPELQEGIR A 2 1458.7831 1458.7835 0.0004 0 0.29 3.371 0.103 0.3 1 17 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9988 R YNLKPELQEGIR A 3 1458.7831 1459.8082 1.0250 -1.0034 14.87 2.873 0.172 0.1 1 21 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9982 R YNLKPELQEGIR A 2 1458.7831 1458.7818 -0.0013 0 -0.88 3.026 0.061 0.3 1 17 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9971 R YNLKPELQEGIR A 2 1458.7831 1458.7832 0.0001 0 0.04 2.848 0.059 0.3 1 18 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9967 R YNLKPELQEGIR A 2 1458.7831 1458.7843 0.0012 0 0.79 2.768 0.063 0.2 1 17 22 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9943 R YNLKPELQEGIR A 3 1458.7831 1458.7853 0.0022 0 1.49 2.686 0.08 1.3 1 21 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9899 R YNLKPELQEGIR A 3 1458.7831 1458.7895 0.0064 0 4.38 2.139 0.18 0.7 34 15 44 2 0 1
Q5UW70_HALMA 1 ABC tranporter phosphate-binding protein phnD1 rrnB0319 389 50.9 28 263 0.9737 R YNLKPELQEGIR A 3 1458.7831 1458.7282 -0.0550 0 -37.67 1.958 0.093 2.1 1 19 44 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9934 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.929 0.133 0.4 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9928 R DKERQEIQAEADAR V 3 1657.8020 1657.7982 -0.0038 0 -2.28 3.294 0.09 0.7 1 25 52 2 2 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9901 R DKERQEIQAEADAR V 3 1657.8020 1657.8006 -0.0014 0 -0.85 2.515 0.175 0.3 5 20 52 2 2 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9871 K DSVQDVEIRPR T 2 1312.6735 1312.6742 0.0006 0 0.49 2.323 0.046 0.5 1 14 20 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9920 R GEALRENPVVLK Q 2 1323.7510 1323.7499 -0.0012 0 -0.89 2.437 0.192 1 1 15 22 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9407 R GEALRENPVVLK Q 2 1323.7510 1323.7503 -0.0007 0 -0.52 2.355 0.121 1.1 3 13 22 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9748 K IEETDASGFVTEWR T 2 1638.7525 1639.7782 1.0256 -1.0034 13.61 3.262 0.005 0 1 21 26 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9997 K KFEIQQAERDKERQEIQAEADAR V 4 2787.3900 2787.3901 0.0001 0 0.02 3.635 0.351 0.1 3 42 132 2 3 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0384 0.0015 0 0.76 4.115 0.325 0 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0418 0.0050 0 2.48 4.156 0.299 0 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.849 0.266 0.1 1 33 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0400 0.0032 0 1.57 3.636 0.331 0.1 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0426 0.0057 0 2.85 3.687 0.371 0 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0270 -0.0098 0 -4.87 4.364 0.312 0 1 32 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.826 0.275 0.2 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0409 1.0040 -1.0034 0.34 3.724 0.33 0 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0371 0.0002 0 0.12 4.398 0.286 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0460 1.0092 -1.0034 2.88 3.933 0.309 0 1 32 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0182 0.9813 -1.0034 -10.91 3.963 0.309 0.1 1 33 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.877 0.264 0.1 1 28 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0360 -0.0009 0 -0.42 3.353 0.257 0 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0467 1.0099 -1.0034 3.24 4.365 0.287 0 1 33 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0449 0.0081 0 4.03 4.195 0.311 0 1 33 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0384 0.0015 0 0.76 3.645 0.269 0.1 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2016.7282 -0.3087 0 -153.02 3.223 0.266 0.1 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.615 0.301 0.1 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0378 0.0010 0 0.48 4.116 0.34 0 1 35 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0373 0.0004 0 0.21 4.697 0.261 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0360 -0.0009 0 -0.42 3.746 0.392 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2016.7582 -0.2787 0 -138.15 2.915 0.276 0 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0389 0.0021 0 1.03 3.514 0.241 0.2 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0434 1.0066 -1.0034 1.61 3.933 0.269 0 1 36 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0471 0.0103 0 5.11 3.969 0.306 0 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0438 0.0070 0 3.48 4.398 0.314 0 1 35 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0506 0.0138 0 6.84 4.337 0.376 0 1 32 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0416 0.0048 0 2.39 3.159 0.254 0.1 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0423 1.0055 -1.0034 1.06 4.527 0.315 0 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2019.0382 2.0013 -2.0067 -2.65 4.256 0.265 0.1 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0437 0.0068 0 3.39 3.923 0.263 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0185 0.9817 -1.0034 -10.74 3.863 0.332 0 1 28 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0321 -0.0047 0 -2.33 4.063 0.28 0 1 32 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0387 0.0019 0 0.94 3.639 0.296 0 1 28 68 2 0 1



Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0385 0.0017 0 0.85 4.357 0.315 0 1 35 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0323 -0.0045 0 -2.24 3.759 0.229 0 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0378 0.0010 0 0.48 4.565 0.232 0 1 33 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 4.884 0.34 0 1 36 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0402 0.0034 0 1.67 4.355 0.34 0 1 32 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0429 0.0061 0 3.03 4.765 0.301 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.581 0.291 0.1 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0363 -0.0005 0 -0.24 3.776 0.302 0.1 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0504 0.0136 0 6.75 3.771 0.299 0 1 28 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0409 1.0040 -1.0034 0.34 3.947 0.294 0 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0426 0.0057 0 2.85 3.358 0.244 0.1 1 27 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0546 1.0178 -1.0034 7.15 4.904 0.376 0 1 35 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0373 0.0004 0 0.21 4.321 0.287 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0356 -0.0012 0 -0.60 3.756 0.299 0 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0460 0.0092 0 4.57 4.165 0.254 0 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0352 -0.0016 0 -0.79 3.004 0.316 0 1 32 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0429 0.0061 0 3.03 3.515 0.321 0 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0489 1.0121 -1.0034 4.33 4.676 0.394 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0414 1.0046 -1.0034 0.61 3.566 0.273 0.1 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0340 -0.0029 0 -1.42 4.516 0.269 0.1 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0347 -0.0021 0 -1.06 3.613 0.255 0.1 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0416 0.0048 0 2.39 4.497 0.289 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0282 -0.0087 0 -4.29 3.539 0.235 0 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.491 0.352 0 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0426 0.0057 0 2.85 3.475 0.289 0.1 1 26 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2016.9982 -0.0387 0 -19.16 3.045 0.25 0.5 1 27 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0448 0.0079 0 3.93 3.189 0.216 0.1 1 32 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.478 0.236 0.2 1 27 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.623 0.253 0 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0282 -0.0087 0 -4.29 3.434 0.204 0 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0420 0.0052 0 2.57 3.176 0.22 0.4 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.272 0.261 0.1 1 28 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0305 -0.0063 0 -3.15 3.405 0.214 0.1 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0391 0.0023 0 1.12 3.694 0.182 0 1 34 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0424 0.0056 0 2.75 3.144 0.225 0 1 27 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0402 0.0034 0 1.67 2.981 0.218 0.4 1 27 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0440 0.0072 0 3.57 3.015 0.212 0.3 1 31 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 K LESAFEGEALVLEEVQVR T 3 2017.0368 2019.0382 2.0013 -2.0067 -2.65 3.752 0.214 0.2 1 28 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.217 0.247 0.2 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0282 -0.0087 0 -4.29 2.806 0.238 0.2 1 26 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9991 K LESAFEGEALVLEEVQVR T 3 2017.0368 2019.0382 2.0013 -2.0067 -2.65 3.466 0.165 0.1 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9987 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0182 0.9813 -1.0034 -10.91 3.513 0.163 0.2 2 26 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9986 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0182 0.9813 -1.0034 -10.91 3.43 0.166 0.1 2 27 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9986 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0470 0.0101 0 5.02 2.571 0.176 0.4 1 29 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9984 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0282 -0.0087 0 -4.29 2.856 0.144 0.7 1 32 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9982 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.318 0.151 0.4 1 27 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9930 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0582 0.0213 0 10.58 2.468 0.118 1.3 1 28 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9848 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0282 -0.0087 0 -4.29 2.85 0.128 2 76 23 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9791 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0282 -0.0087 0 -4.29 2.87 0.09 0.4 24 23 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9791 K LESAFEGEALVLEEVQVR T 3 2017.0368 2018.0482 1.0113 -1.0034 3.96 3.153 0.063 0.3 1 30 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9563 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.6882 0.6513 -1.0034 -174.51 2.775 0.089 1.8 5 25 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9284 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0282 -0.0087 0 -4.29 2.433 0.075 2.4 49 21 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9232 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0282 -0.0087 0 -4.29 2.458 0.083 6.6 110 22 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9229 K LESAFEGEALVLEEVQVR T 3 2017.0368 2017.0385 0.0017 0 0.85 2.292 0.013 6.1 1 28 68 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 R LGAAAQQKLESAFEGEALVLEEVQVR T 4 2784.4658 2785.4509 0.9851 -1.0034 -6.56 3.694 0.247 0.1 1 39 150 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9490 R LGAAAQQKLESAFEGEALVLEEVQVR T 3 2784.4658 2786.4682 2.0023 -2.0067 -1.56 3.114 0.165 0.4 22 20 100 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9459 R LGAAAQQKLESAFEGEALVLEEVQVR T 3 2784.4658 2786.4982 2.0323 -2.0067 9.21 2.881 0.188 0.3 35 20 100 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9381 R LGAAAQQKLESAFEGEALVLEEVQVR T 3 2784.4658 2786.4982 2.0323 -2.0067 9.21 3.385 0.138 0.5 22 21 100 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9136 R LGAAAQQKLESAFEGEALVLEEVQVR T 3 2784.4658 2786.4982 2.0323 -2.0067 9.21 3.106 0.125 0.4 9 22 100 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R NEAAGIQTSEIYTNDGR E 2 1837.8442 1837.8465 0.0023 0 1.26 4.997 0.596 0 1 25 32 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R NEAAGIQTSEIYTNDGR E 2 1837.8442 1837.8480 0.0038 0 2.05 4.274 0.312 0 1 23 32 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R NEAAGIQTSEIYTNDGR E 2 1837.8442 1837.8413 -0.0029 0 -1.60 4.537 0.348 0 1 16 32 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R NEAAGIQTSEIYTNDGR E 2 1837.8442 1837.8490 0.0047 0 2.58 5.253 0.566 0 1 25 32 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R NEAAGIQTSEIYTNDGR E 2 1837.8442 1837.8480 0.0038 0 2.05 5.02 0.583 0 1 26 32 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 R QEIQAEADAR V 2 1129.5363 1129.5254 -0.0109 0 -9.63 2.777 0.187 0 1 13 18 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9953 R QEIQAEADAR V 2 1129.5363 1129.5348 -0.0016 0 -1.38 2.23 0.163 0.5 7 11 18 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9951 R QEIQAEADAR V 2 1129.5363 1129.5454 0.0091 0 8.08 2.357 0.164 0.2 19 12 18 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9454 D QLQPGAHIIVPVKDSVQDVEIRPR T 4 2693.4977 2693.4963 -0.0014 0 -0.53 2.852 0.222 0.5 6 35 138 1 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K QQYVQSIDDSDKVILATDDEGTPIILQTGR S 3 3317.6627 3317.6625 -0.0002 0 -0.07 6.295 0.586 0 1 33 116 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K QQYVQSIDDSDKVILATDDEGTPIILQTGR S 3 3317.6627 3318.6007 0.9380 -1.0034 -19.70 4.447 0.345 0 1 26 116 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K QQYVQSIDDSDKVILATDDEGTPIILQTGR S 3 3317.6627 3317.6541 -0.0087 0 -2.61 4.227 0.364 0 1 29 116 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K QQYVQSIDDSDKVILATDDEGTPIILQTGR S 3 3317.6627 3317.6757 0.0130 0 3.91 5.798 0.535 0 1 34 116 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K QQYVQSIDDSDKVILATDDEGTPIILQTGR S 3 3317.6627 3318.6682 1.0054 -1.0034 0.63 6.124 0.576 0 1 36 116 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K QQYVQSIDDSDKVILATDDEGTPIILQTGR S 3 3317.6627 3317.6709 0.0082 0 2.47 5.684 0.556 0 1 34 116 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVK D 2 2133.1582 2133.1634 0.0052 0 2.44 5.843 0.564 0 1 26 40 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVK D 2 2133.1582 2133.1637 0.0054 0 2.55 5.845 0.566 0 1 25 40 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVK D 3 2133.1582 2133.1651 0.0069 0 3.23 3.747 0.316 0 1 28 80 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVK D 3 2133.1582 2133.1624 0.0042 0 1.95 3.844 0.311 0 1 30 80 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVK D 3 2133.1582 2133.1600 0.0018 0 0.83 4.056 0.316 0 1 30 80 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVK D 3 2133.1582 2133.1607 0.0025 0 1.17 3.466 0.345 0 1 28 80 2 0 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3427.8332 0.0120 0 3.49 3.827 0.363 0 1 61 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 3 3427.8212 3427.8312 0.0100 0 2.91 6.373 0.539 0 1 42 124 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 4 3427.8212 3427.8249 0.0037 0 1.07 3.28 0.326 0 1 50 186 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 3 3427.8212 3427.8275 0.0063 0 1.84 6.942 0.54 0 1 40 124 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3427.8271 0.0059 0 1.71 4.079 0.385 0 1 56 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3427.8359 0.0147 0 4.29 3.842 0.293 0 1 60 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3427.8259 0.0046 0 1.35 3.581 0.306 0.1 1 58 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 3 3427.8212 3427.8352 0.0140 0 4.09 4.68 0.244 0 1 35 124 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3427.8259 0.0046 0 1.35 3.897 0.3 0 1 59 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 4 3427.8212 3427.8271 0.0059 0 1.71 2.855 0.312 0.1 1 50 186 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 4 3427.8212 3427.8254 0.0042 0 1.21 3.358 0.306 0 1 51 186 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3427.8256 0.0043 0 1.26 4.168 0.363 0 1 59 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3427.8228 0.0016 0 0.46 3.689 0.363 0 1 59 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 4 3427.8212 3427.8300 0.0088 0 2.57 3.303 0.321 0 2 46 186 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3427.8222 0.0010 0 0.28 3.509 0.367 0 1 58 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3429.8136 1.9924 -2.0067 -4.17 3.599 0.33 0.1 1 55 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9982 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 4 3427.8212 3427.8549 0.0337 0 9.83 3.211 0.102 0.2 1 48 186 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9978 K SFGAVTGDQLQPGAHIIVPVKDSVQDVEIRPR T 5 3427.8212 3428.8136 0.9924 -1.0034 -3.20 3.38 0.164 0.1 2 54 248 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R SQLRNEAAGIQTSEIYTNDGR E 3 2322.1200 2322.1177 -0.0023 0 -1.00 5.152 0.447 0 1 37 80 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R SQLRNEAAGIQTSEIYTNDGRER L 3 2607.2637 2607.2655 0.0017 0 0.67 5.067 0.422 0 1 27 88 2 2 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R SQLRNEAAGIQTSEIYTNDGRER L 3 2607.2637 2607.2638 0.0001 0 0.04 5.011 0.428 0 1 30 88 2 2 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 R SQLRNEAAGIQTSEIYTNDGRER L 4 2607.2637 2607.2700 0.0062 0 2.39 3.761 0.206 0.1 2 39 132 2 2 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R TVDLPDSYDQALNDKEIAK Q 2 2134.0430 2134.0443 0.0013 0 0.59 5.139 0.489 0 1 24 36 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R TVDLPDSYDQALNDKEIAK Q 2 2134.0430 2134.0494 0.0064 0 2.99 5.036 0.482 0 1 24 36 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9975 R VIEIRGEALRENPVVLK Q 2 1934.1313 1934.1352 0.0039 0 2.02 2.969 0.207 0.1 1 17 32 2 2 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9967 R VIEIRGEALRENPVVLK Q 3 1934.1313 1934.1339 0.0025 0 1.32 2.276 0.225 0.3 1 29 64 2 2 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9152 R VIEIRGEALRENPVVLK Q 4 1934.1313 1934.1335 0.0022 0 1.12 1.435 0.158 1.8 203 29 96 2 2 1



Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 2 1929.9108 1929.9065 -0.0044 0 -2.26 5.361 0.57 0 1 27 30 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 2 1929.9108 1929.9079 -0.0029 0 -1.50 4.652 0.52 0 1 26 30 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 2 1929.9108 1929.9145 0.0037 0 1.92 6.129 0.612 0 1 27 30 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9175 0.0067 0 3.46 5.168 0.379 0 1 31 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9124 0.0016 0 0.80 4.492 0.297 0 1 29 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 2 1929.9108 1929.9199 0.0091 0 4.70 6.055 0.59 0 1 27 30 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 2 1929.9108 1929.9132 0.0024 0 1.22 6.285 0.584 0 1 27 30 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 3.884 0.354 0 1 30 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 4.215 0.36 0 1 31 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9093 -0.0016 0 -0.81 4.657 0.38 0 1 31 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9382 0.0273 0 14.17 2.957 0.315 0.1 1 25 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9131 0.0023 0 1.18 5.021 0.316 0 1 32 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 1 R YKIEETDASGFVTEWR T 2 1929.9108 1929.9126 0.0017 0 0.91 6.399 0.564 0 1 27 30 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 R YKIEETDASGFVTEWR T 3 1929.9108 1930.8982 0.9873 -1.0034 -8.29 3.761 0.289 0 1 25 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 R YKIEETDASGFVTEWR T 3 1929.9108 1930.8982 0.9873 -1.0034 -8.29 3.728 0.288 0.1 1 25 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 3.558 0.281 0 1 27 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9999 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9382 0.0273 0 14.17 3.287 0.261 0.1 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9998 R YKIEETDASGFVTEWR T 3 1929.9108 1930.8982 0.9873 -1.0034 -8.29 3.207 0.284 0.1 1 26 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9996 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 3.46 0.201 0.2 1 29 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9996 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 3.197 0.216 0.4 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9996 R YKIEETDASGFVTEWR T 3 1929.9108 1930.8982 0.9873 -1.0034 -8.29 3.74 0.223 0.1 1 26 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9995 R YKIEETDASGFVTEWR T 3 1929.9108 1931.9182 2.0073 -2.0067 0.34 3.575 0.227 0.1 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9995 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 3.436 0.237 0.3 1 26 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9994 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 3.375 0.189 0.4 1 22 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9993 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 3.048 0.253 0.1 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9992 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.78 0.228 0.4 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9990 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.706 0.237 0.6 2 20 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9988 R YKIEETDASGFVTEWR T 3 1929.9108 1929.8979 -0.0129 0 -6.69 2.751 0.234 0.2 3 21 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9987 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.807 0.207 0.6 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9986 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 3.348 0.206 0.1 1 26 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9985 R YKIEETDASGFVTEWR T 3 1929.9108 1930.8982 0.9873 -1.0034 -8.29 3.221 0.213 0.3 1 26 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9973 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9382 0.0273 0 14.17 2.475 0.21 0.5 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9970 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9102 -0.0006 0 -0.33 2.729 0.181 0.6 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9965 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 3.132 0.217 0.3 5 22 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9965 R YKIEETDASGFVTEWR T 3 1929.9108 1931.9182 2.0073 -2.0067 0.34 3.297 0.174 0.1 1 24 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9955 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9208 0.0100 0 5.17 2.697 0.194 0.2 4 22 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9936 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9081 0.9973 -1.0034 -3.15 3.458 0.14 0.2 1 27 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9935 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.675 0.181 1.9 4 23 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9921 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.47 0.18 0.9 2 22 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9918 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 3.162 0.152 0.5 1 25 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9865 R YKIEETDASGFVTEWR T 3 1929.9108 1930.9282 1.0173 -1.0034 7.25 2.738 0.193 0.8 4 22 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9723 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.845 0.092 1.1 2 23 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9709 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.65 0.124 0.8 5 21 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9682 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9213 0.0105 0 5.45 2.477 0.107 0.7 1 23 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9559 R YKIEETDASGFVTEWR T 3 1929.9108 1929.8981 -0.0127 0 -6.60 2.497 0.137 0.9 13 21 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9483 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.216 0.137 1.9 4 23 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9216 R YKIEETDASGFVTEWR T 3 1929.9108 1929.9082 -0.0027 0 -1.37 2.404 0.125 2.2 19 19 60 2 1 1
Q5V5G6_HALMA 1 Hypothetical protein rrnAC0170 rrnAC0170 323 59.4 21 222 0.9037 R YKIEETDASGFVTEWR T 3 1929.9108 1930.8982 0.9873 -1.0034 -8.29 3.216 0.056 0.6 2 25 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R IKGYGYEVYMDDTIEDDPEMR R 3 2554.0930 2554.0885 -0.0045 0 -1.76 4.889 0.435 0 1 33 80 2 1 1 IKGYGYEVYM[147]DDTIEDDPEMR
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 4 3122.5029 3124.4909 1.9880 -2.0067 -6.00 3.5 0.33 0.1 1 46 156 2 1 1 AM[147]SQLLPREELQDVLVYHNPDDGNEPK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 3 3106.5029 3106.5093 0.0064 0 2.05 6.867 0.448 0 1 41 104 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 3 3106.5029 3106.5141 0.0111 0 3.58 6.393 0.445 0 1 44 104 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 3 3106.5029 3106.5082 0.0053 0 1.70 6.221 0.431 0 1 40 104 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 3 3122.5029 3122.4973 -0.0056 0 -1.79 5.651 0.422 0 1 39 104 2 1 1 AM[147]SQLLPREELQDVLVYHNPDDGNEPK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 4 3106.5029 3106.5078 0.0048 0 1.56 4.004 0.302 0 1 46 156 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 4 3106.5029 3106.5068 0.0039 0 1.24 4.014 0.282 0 1 45 156 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 4 3106.5029 3106.5056 0.0026 0 0.85 4.083 0.382 0 1 43 156 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 3 3122.5029 3123.5205 1.0176 -1.0034 4.57 5.917 0.372 0 1 41 104 2 1 1 AM[147]SQLLPREELQDVLVYHNPDDGNEPK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPK V 3 3122.5029 3122.5006 -0.0023 0 -0.73 5.947 0.442 0 1 42 104 2 1 1 AM[147]SQLLPREELQDVLVYHNPDDGNEPK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 K AMSQLLPREELQDVLVYHNPDDGNEPK V 4 3122.5029 3122.5019 -0.0010 0 -0.33 3.646 0.245 0 1 45 156 2 1 1 AM[147]SQLLPREELQDVLVYHNPDDGNEPK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPKVR T 4 3361.6725 3362.6909 1.0184 -1.0034 4.47 6.107 0.513 0 1 56 168 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K AMSQLLPREELQDVLVYHNPDDGNEPKVR T 4 3361.6725 3361.6726 0.0000 0 0.01 6.428 0.498 0 1 52 168 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 K AMSQLLPREELQDVLVYHNPDDGNEPKVR T 5 3361.6725 3361.6766 0.0040 0 1.20 3.669 0.237 0.1 1 59 224 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K DYELTVNQGDVVGR V 2 1563.7529 1564.7654 1.0125 -1.0034 5.87 4.013 0.481 0 1 22 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R EELQDVLVYHNPDDGNEPK V 2 2210.0127 2210.0172 0.0045 0 2.02 5.172 0.479 0 1 23 36 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R EELQDVLVYHNPDDGNEPK V 3 2210.0127 2210.0167 0.0040 0 1.79 4.091 0.417 0 1 32 72 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R EELQDVLVYHNPDDGNEPK V 3 2210.0127 2210.0171 0.0043 0 1.96 3.337 0.292 0 1 30 72 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9996 R EELQDVLVYHNPDDGNEPK V 3 2210.0127 2210.0134 0.0007 0 0.30 3.296 0.222 0.1 19 20 72 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9995 K EMAEEAVQNVSAIIK K 2 1630.8236 1631.8454 1.0218 -1.0034 11.33 4.102 0.152 0.1 1 19 28 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K EMAEEAVQNVSAIIKK F 2 1758.9186 1758.9227 0.0041 0 2.32 5.78 0.456 0 1 26 30 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9994 K EMAEEAVQNVSAIIKK F 3 1758.9186 1758.9224 0.0038 0 2.17 2.573 0.204 0.5 1 27 60 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9990 K EMAEEAVQNVSAIIKK F 3 1758.9186 1758.9197 0.0011 0 0.61 2.494 0.191 0.3 1 28 60 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9969 K EMAEEAVQNVSAIIKK F 3 1758.9186 1758.9184 -0.0002 0 -0.12 2.518 0.142 1.6 1 28 60 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9040 K EMAEEAVQNVSAIIKK F 3 1758.9186 1758.9082 -0.0105 0 -5.94 2.32 0.002 3.1 2 24 60 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R FIAQEVENDGR L 2 1276.6048 1276.6050 0.0001 0 0.10 3.483 0.225 0 1 18 20 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R FIAQEVENDGRLPHFTEEAVQELILEAR R 3 3252.6415 3252.6505 0.0090 0 2.77 7.927 0.473 0 1 44 108 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R FIAQEVENDGRLPHFTEEAVQELILEAR R 3 3252.6415 3252.6491 0.0075 0 2.32 8.643 0.554 0 1 41 108 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R FIAQEVENDGRLPHFTEEAVQELILEAR R 3 3252.6415 3254.6482 2.0066 -2.0067 -0.02 7.849 0.472 0 1 43 108 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3252.6562 0.0147 0 4.51 4.362 0.324 0 2 41 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R FIAQEVENDGRLPHFTEEAVQELILEAR R 3 3252.6415 3252.6505 0.0090 0 2.77 8.195 0.545 0 1 43 108 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3252.6391 -0.0024 0 -0.74 3.487 0.216 0.3 1 42 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3252.6518 0.0103 0 3.16 3.845 0.252 0.2 2 40 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9987 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3252.6437 0.0022 0 0.68 3.41 0.165 1.1 4 38 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9955 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3253.6284 0.9868 -1.0034 -5.08 3.688 0.237 0.3 26 31 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9918 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3253.6442 1.0027 -1.0034 -0.20 3 0.095 1.1 1 42 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9799 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3253.6486 1.0071 -1.0034 1.15 2.853 0.101 1.9 3 35 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9565 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3254.6618 2.0203 -2.0067 4.18 2.967 0.072 2.1 5 36 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9243 R FIAQEVENDGRLPHFTEEAVQELILEAR R 4 3252.6415 3253.6477 1.0061 -1.0034 0.85 2.934 0.041 2.5 3 40 162 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9994 R FIAQEVENDGRLPHFTEEAVQELILEARR R 5 3408.7426 3408.7444 0.0018 0 0.53 1.654 0.266 3 4 52 224 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9997 K FRDLGGLVR V 2 1031.5876 1031.5884 0.0007 0 0.71 2.971 0.26 0.1 1 13 16 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9997 K FRDLGGLVR V 2 1031.5876 1031.5865 -0.0011 0 -1.07 2.935 0.265 0.2 1 13 16 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9967 K FRDLGGLVR V 2 1031.5876 1031.5887 0.0011 0 1.06 2.644 0.2 0.5 3 12 16 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9940 K FRDLGGLVR V 2 1031.5876 1031.5875 -0.0001 0 -0.12 2.693 0.182 0.2 7 12 16 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9902 K FRDLGGLVR V 2 1031.5876 1031.5880 0.0004 0 0.35 2.66 0.172 0.3 11 11 16 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 R GDVLPVGGVTHK I 2 1177.6455 1177.6465 0.0009 0 0.79 2.34 0.307 0 1 15 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R GDVLPVGGVTHKIEAAAK S 2 1760.9785 1760.9797 0.0012 0 0.67 4.571 0.534 0 1 25 34 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9685 R GDVLPVGGVTHKIEAAAK S 4 1760.9785 1760.9797 0.0012 0 0.66 1.693 0.164 5 76 27 102 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9428 R GDVLPVGGVTHKIEAAAK S 4 1760.9785 1760.9799 0.0014 0 0.80 1.623 0.084 4.2 19 28 102 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 K GEQIVEAHKEEAR K 3 1494.7426 1494.7414 -0.0013 0 -0.85 3.036 0.309 0 7 23 48 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9997 K GEQIVEAHKEEAR K 3 1494.7426 1494.7415 -0.0011 0 -0.73 2.892 0.241 0 1 28 48 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R GSDAMIPNLLVNNANQK T 2 1797.9043 1797.9063 0.0020 0 1.12 4.822 0.337 0 1 23 32 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R GSDAMIPNLLVNNANQK T 2 1797.9043 1797.9081 0.0037 0 2.08 4.734 0.365 0 1 23 32 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R GSDAMIPNLLVNNANQK T 2 1813.9043 1813.9028 -0.0015 0 -0.84 4.478 0.345 0 1 23 32 2 0 1 GSDAM[147]IPNLLVNNANQK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R GSDAMIPNLLVNNANQK T 2 1813.9043 1813.9050 0.0007 0 0.37 3.781 0.473 0 1 21 32 2 0 1 GSDAM[147]IPNLLVNNANQK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R GSDAMIPNLLVNNANQK T 2 1797.9043 1797.9054 0.0011 0 0.63 3.836 0.377 0 1 22 32 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R GSDAMIPNLLVNNANQK T 2 1797.9043 1797.9071 0.0028 0 1.53 3.631 0.385 0 1 22 32 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K GVLFVDEINTLDIR S 2 1602.8617 1602.8641 0.0024 0 1.49 4.153 0.344 0 1 21 26 2 0 1



Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K GVLFVDEINTLDIR S 2 1602.8617 1602.8663 0.0046 0 2.86 3.499 0.294 0 1 21 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K GVLFVDEINTLDIR S 2 1602.8617 1602.8655 0.0037 0 2.33 3.883 0.321 0 1 21 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K GVLFVDEINTLDIR S 2 1602.8617 1602.8629 0.0012 0 0.73 4.369 0.287 0 1 21 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K GVLFVDEINTLDIR S 2 1602.8617 1602.8654 0.0037 0 2.32 3.63 0.311 0 1 22 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K GVLFVDEINTLDIR S 2 1602.8617 1602.8654 0.0037 0 2.32 3.837 0.297 0 1 22 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 K GVLFVDEINTLDIR S 2 1602.8617 1602.8654 0.0037 0 2.32 3.043 0.259 0 2 17 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9932 K GVLFVDEINTLDIR S 2 1602.8617 1603.0254 0.1637 0 102.14 2.64 0.133 0.7 15 14 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9826 K GVLFVDEINTLDIR S 2 1602.8617 1602.8654 0.0037 0 2.32 2.625 0.051 0.7 5 16 26 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9985 K GVLFVDEINTLDIRSQQK L 3 2074.1058 2074.1160 0.0102 0 4.90 2.938 0.198 0.1 1 29 68 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K GYGYEVYMDDTIEDDPEMR R 2 2312.9140 2312.9195 0.0055 0 2.38 4.99 0.474 0 1 23 36 2 0 1 GYGYEVYMDDTIEDDPEM[147]R
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K GYGYEVYMDDTIEDDPEMRR K 3 2453.0151 2453.0211 0.0060 0 2.43 3.7 0.319 0 1 23 76 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 3 1812.7536 1812.7459 -0.0077 0 -4.24 3.335 0.433 0 3 27 60 2 0 1 HDPFQSGGM[147]ETPSHDR
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 3 1796.7536 1796.7559 0.0023 0 1.26 5.74 0.432 0 1 39 60 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 3 1796.7536 1796.7568 0.0032 0 1.77 5.247 0.442 0 1 37 60 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 2 1796.7536 1796.7556 0.0020 0 1.09 3.891 0.525 0 1 24 30 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 3 1796.7536 1796.7539 0.0002 0 0.14 4.963 0.429 0 1 34 60 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 3 1812.7536 1812.7445 -0.0092 0 -5.05 3.431 0.326 0 1 28 60 2 0 1 HDPFQSGGM[147]ETPSHDR
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 3 1796.7536 1796.7530 -0.0007 0 -0.37 5.243 0.484 0 1 40 60 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 3 1812.7536 1812.7426 -0.0110 0 -6.06 4.122 0.401 0 1 33 60 2 0 1 HDPFQSGGM[147]ETPSHDR
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDR V 3 1812.7536 1812.7465 -0.0071 0 -3.94 2.911 0.392 0 1 30 60 2 0 1 HDPFQSGGM[147]ETPSHDR
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 4 2941.3525 2941.3576 0.0051 0 1.73 4.971 0.38 0 1 47 156 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 5 2941.3525 2941.3580 0.0054 0 1.85 4.3 0.316 0 1 64 208 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 4 2941.3525 2941.3576 0.0051 0 1.73 5.139 0.426 0 1 46 156 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 5 2957.3525 2957.3519 -0.0006 0 -0.20 4.229 0.362 0 1 65 208 2 1 1 HDPFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 5 2941.3525 2941.3632 0.0106 0 3.61 4.409 0.406 0 1 65 208 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 4 2957.3525 2957.3542 0.0017 0 0.57 4.525 0.471 0 1 46 156 2 1 1 HDPFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 4 2957.3525 2957.3571 0.0046 0 1.56 4.235 0.431 0 1 44 156 2 1 1 HDPFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 5 2957.3525 2957.3461 -0.0064 0 -2.16 4.157 0.339 0 1 65 208 2 1 1 HDPFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 4 2941.3525 2942.3709 1.0184 -1.0034 5.11 4.855 0.316 0 1 44 156 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 5 2957.3525 2957.3547 0.0021 0 0.73 4.196 0.389 0 1 62 208 2 1 1 HDPFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 5 2941.3525 2941.3439 -0.0086 0 -2.92 3.931 0.33 0.1 1 62 208 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 4 2941.3525 2941.3532 0.0007 0 0.24 5.033 0.452 0 1 48 156 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 3 2941.3525 2941.3549 0.0024 0 0.82 5.205 0.5 0 1 34 104 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 4 2957.3525 2957.3435 -0.0091 0 -3.07 4.562 0.483 0 1 45 156 2 1 1 HDPFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HDPFQSGGMETPSHDRVEPGAIHQANK G 3 2957.3525 2957.3523 -0.0002 0 -0.07 4.997 0.507 0 1 31 104 2 1 1 HDPFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9967 R HDPFQSGGMETPSHDRVEPGAIHQANK G 3 2941.3525 2942.3482 0.9956 -1.0034 -2.62 2.953 0.244 0.1 2 24 104 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9924 R HDPFQSGGMETPSHDRVEPGAIHQANK G 5 2957.3525 2958.3636 1.0111 -1.0034 2.62 3.579 0.052 1 1 54 208 2 1 1 HDPFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HVMMIGSPGTGK S 2 1213.5947 1213.5945 -0.0003 0 -0.22 3.178 0.481 0 1 16 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R HVMMIGSPGTGK S 2 1213.5947 1213.5953 0.0006 0 0.48 2.89 0.434 0 1 19 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R IKGYGYEVYMDDTIEDDPEMR R 3 2538.0930 2538.0935 0.0005 0 0.20 5.413 0.361 0 1 35 80 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R IKGYGYEVYMDDTIEDDPEMR R 3 2538.0930 2538.0961 0.0031 0 1.21 4.699 0.371 0 1 33 80 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R IKGYGYEVYMDDTIEDDPEMRRK Y 4 2822.2891 2823.2909 1.0018 -1.0034 -0.56 4.225 0.409 0 1 38 132 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R IKGYGYEVYMDDTIEDDPEMRRK Y 4 2822.2891 2822.2915 0.0023 0 0.82 4.124 0.401 0 1 38 132 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R IKGYGYEVYMDDTIEDDPEMRRK Y 4 2838.2891 2839.2909 1.0018 -1.0034 -0.56 4.623 0.37 0 1 37 132 2 2 1 IKGYGYEVYM[147]DDTIEDDPEMRRK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9922 R IKGYGYEVYMDDTIEDDPEMRRK Y 3 2822.2891 2824.3282 2.0390 -2.0067 11.46 3.277 0.182 0.1 2 24 88 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9366 R IKGYGYEVYMDDTIEDDPEMRRK Y 4 2854.2891 2854.2758 -0.0133 0 -4.66 2.639 0.09 6 40 28 132 2 2 1 IKGYGYEVYM[147]DDTIEDDPEM[147]RRK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R KDYELTVNQGDVVGR V 3 1691.8478 1691.8504 0.0025 0 1.50 3.875 0.39 0 1 27 56 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9966 L KEMAEEAVQNVSAIIK K 3 1758.9186 1758.9212 0.0025 0 1.44 3.659 0.295 0.1 1 28 60 1 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K LMTAIQEGEFSITGQSER S 2 1995.9571 1995.9619 0.0048 0 2.39 6.284 0.6 0 1 27 34 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K LMTAIQEGEFSITGQSER S 2 2011.9571 2011.9576 0.0005 0 0.24 6.842 0.588 0 1 28 34 2 0 1 LM[147]TAIQEGEFSITGQSER
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K LMTAIQEGEFSITGQSER S 2 2011.9571 2011.9558 -0.0013 0 -0.67 5.54 0.592 0 1 27 34 2 0 1 LM[147]TAIQEGEFSITGQSER
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K LMTAIQEGEFSITGQSER S 2 1995.9571 1995.9641 0.0070 0 3.49 6.267 0.601 0 1 27 34 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K LMTAIQEGEFSITGQSER S 2 1995.9571 1995.9608 0.0037 0 1.84 5.61 0.579 0 1 26 34 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9992 K LMTAIQEGEFSITGQSER S 3 2011.9571 2011.9535 -0.0036 0 -1.79 2.635 0.194 0.4 1 24 68 2 0 1 LM[147]TAIQEGEFSITGQSER
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9875 K LMTAIQEGEFSITGQSER S 3 2011.9571 2011.9499 -0.0073 0 -3.61 3.028 0.056 0.1 2 24 68 2 0 1 LM[147]TAIQEGEFSITGQSER
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9932 R LPHFTEEAVQELILEAR R 3 1994.0473 1995.0682 1.0208 -1.0034 8.77 3.074 0.113 0.2 1 28 64 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R LVDQVIGQDHAR D 2 1349.7051 1349.7063 0.0011 0 0.85 3.34 0.313 0 1 15 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R LVDQVIGQDHAR D 2 1349.7051 1349.7055 0.0004 0 0.31 3.89 0.41 0 1 19 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R LVDQVIGQDHAR D 2 1349.7051 1351.6404 1.9352 -2.0067 -52.95 3.978 0.29 0 1 19 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R LVDQVIGQDHAR D 2 1349.7051 1349.7052 0.0001 0 0.04 3.867 0.426 0 1 19 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9661 R LVDQVIGQDHAR D 3 1349.7051 1349.7064 0.0013 0 0.98 2.591 0.078 2.3 51 18 44 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9109 R LVDQVIGQDHARDVIK K 4 1804.9795 1804.9821 0.0026 0 1.44 2.441 0.015 1.9 9 32 90 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9991 D PFQSGGMETPSHDRVEPGAIHQANK G 3 2689.2667 2689.2702 0.0034 0 1.28 3.864 0.362 0 1 27 96 1 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9809 D PFQSGGMETPSHDRVEPGAIHQANK G 4 2705.2667 2705.2619 -0.0048 0 -1.78 3.211 0.195 0.4 1 39 144 1 1 1 PFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9653 D PFQSGGMETPSHDRVEPGAIHQANK G 5 2705.2667 2705.2633 -0.0034 0 -1.27 3.708 0.144 0.1 2 54 192 1 1 1 PFQSGGM[147]ETPSHDRVEPGAIHQANK
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K QDPNEPASEPSADEPSDPSEDR W 2 2367.9575 2368.9754 1.0179 -1.0034 6.15 3.264 0.363 0 1 19 42 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K QNLAMTGSLSVR G 2 1291.6605 1291.6559 -0.0047 0 -3.61 2.57 0.418 0 1 16 22 2 0 1 QNLAM[147]TGSLSVR
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K QNLAMTGSLSVR G 2 1275.6605 1275.6629 0.0024 0 1.89 2.397 0.408 0 1 18 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K QNLAMTGSLSVR G 2 1291.6605 1291.6560 -0.0045 0 -3.52 2.61 0.442 0 1 17 22 2 0 1 QNLAM[147]TGSLSVR
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K QNLAMTGSLSVR G 2 1275.6605 1275.6642 0.0036 0 2.85 2.775 0.36 0 1 18 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K QNLAMTGSLSVR G 2 1275.6605 1275.6616 0.0011 0 0.84 2.888 0.386 0 1 18 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9979 K QNLAMTGSLSVR G 2 1275.6605 1275.6626 0.0020 0 1.61 2.673 0.102 0.4 1 16 22 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9540 0.0050 0 2.69 4.356 0.306 0.1 1 29 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 2 1847.9490 1847.9491 0.0000 0 0.03 5.307 0.412 0 1 26 30 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 4 1847.9490 1847.9504 0.0014 0 0.74 3.735 0.282 0.1 1 36 90 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9533 0.0042 0 2.30 3.951 0.264 0.1 1 28 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9456 -0.0034 0 -1.86 3.692 0.29 0 1 27 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9566 0.0075 0 4.08 4.277 0.375 0 1 27 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9509 0.0019 0 1.01 4.51 0.444 0 1 31 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 2 1847.9490 1847.9505 0.0015 0 0.82 4.993 0.473 0 1 26 30 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 2 1847.9490 1847.9509 0.0019 0 1.02 5.137 0.505 0 1 26 30 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 4 1847.9490 1847.9495 0.0005 0 0.27 3.434 0.307 0.5 2 35 90 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9516 0.0026 0 1.41 4.828 0.398 0 1 29 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9500 0.0009 0 0.51 4.98 0.448 0 1 32 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9388 -0.0102 0 -5.53 4.027 0.278 0.1 1 27 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9480 -0.0011 0 -0.58 4.823 0.455 0 1 30 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9513 0.0022 0 1.21 4.911 0.423 0 1 32 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9514 0.0024 0 1.31 4.692 0.412 0.1 1 29 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 R RKDYELTVNQGDVVGR V 4 1847.9490 1847.9515 0.0025 0 1.33 3.866 0.264 0 4 33 90 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9507 0.0017 0 0.91 3.347 0.282 0.2 1 26 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 R RKDYELTVNQGDVVGR V 2 1847.9490 1848.7439 0.7948 -1.0034 -112.83 3.844 0.431 0 1 18 30 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9998 R RKDYELTVNQGDVVGR V 2 1847.9490 1848.7654 0.8164 -1.0034 -101.15 3.716 0.365 0 1 17 30 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9998 R RKDYELTVNQGDVVGR V 3 1847.9490 1848.9382 0.9891 -1.0034 -7.69 3.358 0.274 0.1 1 26 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9996 R RKDYELTVNQGDVVGR V 4 1847.9490 1847.9526 0.0036 0 1.93 3.378 0.208 0.3 4 36 90 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9982 R RKDYELTVNQGDVVGR V 2 1847.9490 1848.7431 0.7941 -1.0034 -113.23 3.191 0.298 0 1 15 30 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9980 R RKDYELTVNQGDVVGR V 3 1847.9490 1847.9549 0.0059 0 3.19 3.394 0.164 0.3 3 24 60 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9952 R RKDYELTVNQGDVVGR V 2 1847.9490 1847.7564 -0.1926 0 -104.21 2.904 0.238 0.1 9 12 30 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9853 R RKDYELTVNQGDVVGR V 2 1847.9490 1846.7749 -1.1741 1 -94.24 3.114 0.349 0 1 15 30 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 M SDNTDTDATPDPDREASDAGEEEASTNGAK Q 3 3065.2453 3067.2382 1.9928 -2.0067 -4.52 6.1 0.544 0 1 36 116 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9999 M SDNTDTDATPDPDREASDAGEEEASTNGAK Q 3 3065.2453 3066.2336 0.9883 -1.0034 -4.92 4.862 0.425 0 1 35 116 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R SIEQQLADNYIER R 2 1577.7685 1577.7717 0.0032 0 2.01 4.069 0.442 0 1 20 24 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R SIEQQLADNYIER R 3 1577.7685 1577.7696 0.0011 0 0.69 3.557 0.314 0 3 21 48 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R SIEQQLADNYIER R 2 1577.7685 1577.7722 0.0037 0 2.32 4.178 0.453 0 1 20 24 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R SIEQQLADNYIER R 2 1577.7685 1577.7704 0.0018 0 1.16 4.079 0.448 0 1 20 24 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9962 R SIEQQLADNYIER R 2 1577.7685 1577.7699 0.0013 0 0.85 2.222 0.151 0.9 1 13 24 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R SRSIEQQLADNYIER R 3 1820.9017 1820.9035 0.0017 0 0.96 4.363 0.387 0 1 31 56 2 1 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R SRSIEQQLADNYIER R 3 1820.9017 1820.9062 0.0045 0 2.46 4.516 0.408 0 1 33 56 2 1 1



Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K TAPFEDATGAHAGALLGDVR H 2 1967.9701 1968.9791 1.0090 -1.0034 2.86 6.034 0.543 0 1 28 38 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 K TAPFEDATGAHAGALLGDVR H 2 1967.9701 1967.9763 0.0062 0 3.13 5.837 0.576 0 1 28 38 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9727 K TAPFEDATGAHAGALLGDVR H 3 1967.9701 1967.9707 0.0005 0 0.27 1.76 0.138 1.8 1 35 76 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9844 R TVPGGKGEQIVEAHKEEAR K 3 2034.0494 2034.0478 -0.0017 0 -0.82 1.664 0.241 0 1 34 72 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9681 R TVPGGKGEQIVEAHKEEAR K 3 2034.0494 2034.0501 0.0007 0 0.35 1.425 0.246 1 1 30 72 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 0.9668 R TVPGGKGEQIVEAHKEEAR K 3 2034.0494 2034.0452 -0.0042 0 -2.08 1.738 0.238 1.4 9 25 72 2 2 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R VNGLAVMGEDSGIVLPVMAEVSPSQGPGQVIATGQLK E 3 3647.8902 3649.8982 2.0079 -2.0067 0.34 6.832 0.523 0 1 36 144 2 0 1
Q5V116_HALMA 1 ATP-dependent protease LA (EC 3.4.21.53) lon rrnAC1914 709 56.8 40 186 1 R VNGLAVMGEDSGIVLPVMAEVSPSQGPGQVIATGQLK E 3 3647.8902 3649.8982 2.0079 -2.0067 0.34 6.127 0.367 0 1 26 144 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9999 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3592.5507 3594.5709 2.0202 -2.0067 3.75 3.601 0.285 0.1 3 37 180 2 0 1 RLTEAGEMDEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 K AGVRLPGVPSDASPEEIGPSDIDDFSWK Q 3 2940.4141 2940.4180 0.0039 0 1.31 6.676 0.543 0 1 45 108 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 K AGVRLPGVPSDASPEEIGPSDIDDFSWK Q 3 2940.4141 2940.4185 0.0044 0 1.50 6.588 0.501 0 1 45 108 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R ARPDWTEDLDFEVPDAR D 2 2030.9334 2030.9424 0.0089 0 4.40 4.905 0.42 0 1 26 32 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R ARPDWTEDLDFEVPDAR D 2 2030.9334 2030.9342 0.0008 0 0.37 4.812 0.417 0 1 23 32 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R ARPDWTEDLDFEVPDAR D 3 2030.9334 2030.9350 0.0015 0 0.76 4.623 0.301 0 1 31 64 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R ARPDWTEDLDFEVPDAR D 3 2030.9334 2030.9379 0.0045 0 2.20 4.091 0.296 0 2 31 64 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9990 R ARPDWTEDLDFEVPDAR D 3 2030.9334 2031.9382 1.0047 -1.0034 0.69 3.609 0.164 0 2 28 64 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R DEPVEYIWYVGDYPSYDER N 2 2394.0328 2394.0394 0.0066 0 2.75 4.572 0.588 0 1 22 36 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R DEPVEYIWYVGDYPSYDER N 2 2394.0328 2394.0404 0.0076 0 3.16 4.438 0.633 0 1 23 36 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R DEPVEYIWYVGDYPSYDER N 3 2394.0328 2394.0344 0.0016 0 0.65 4.451 0.476 0 1 25 72 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R EALEDTEAGAAVEK F 2 1431.6729 1431.6748 0.0019 0 1.30 3.962 0.45 0 1 22 26 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R EALEDTEAGAAVEK F 2 1431.6729 1431.6747 0.0017 0 1.21 3.928 0.36 0 1 22 26 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R EALEDTEAGAAVEK F 2 1431.6729 1431.6777 0.0048 0 3.34 4.097 0.458 0 1 22 26 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9997 R EALEDTEAGAAVEK F 2 1431.6729 1431.6767 0.0038 0 2.66 3.409 0.145 0.3 1 21 26 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 K GSEDPFERLDELPQR T 3 1786.8486 1786.8543 0.0056 0 3.16 4.658 0.266 0 1 30 56 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 K GSEDPFERLDELPQR T 3 1786.8486 1786.8515 0.0029 0 1.62 3.691 0.335 0 1 31 56 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 K GSEDPFERLDELPQR T 3 1786.8486 1786.8493 0.0007 0 0.39 4.37 0.326 0 1 28 56 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9999 K GSEDPFERLDELPQR T 3 1786.8486 1786.8506 0.0020 0 1.11 3.919 0.212 0 1 28 56 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9973 K GSEDPFERLDELPQR T 2 1786.8486 1786.8486 0.0000 0 -0.01 2.765 0.266 0.1 4 14 28 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9907 K GSEDPFERLDELPQR T 2 1786.8486 1786.8562 0.0076 0 4.23 2.356 0.276 0.2 8 13 28 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LPGVPSDASPEEIGPSDIDDFSWK Q 2 2557.1860 2557.1876 0.0016 0 0.61 5.092 0.537 0 1 28 46 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LPGVPSDASPEEIGPSDIDDFSWK Q 2 2557.1860 2557.1903 0.0043 0 1.67 5.161 0.575 0 1 29 46 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LPGVPSDASPEEIGPSDIDDFSWK Q 2 2557.1860 2557.1900 0.0040 0 1.57 5.168 0.542 0 1 27 46 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LPGVPSDASPEEIGPSDIDDFSWK Q 2 2557.1860 2557.1969 0.0108 0 4.24 4.491 0.331 0 1 25 46 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LPGVPSDASPEEIGPSDIDDFSWK Q 3 2557.1860 2557.1931 0.0071 0 2.76 5.685 0.421 0 1 36 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LPGVPSDASPEEIGPSDIDDFSWK Q 3 2557.1860 2557.1890 0.0030 0 1.18 5.024 0.426 0 1 34 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LREALEDTEAGAAVEK F 2 1700.8581 1700.8606 0.0024 0 1.44 5.453 0.479 0 1 26 30 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LREALEDTEAGAAVEK F 2 1700.8581 1700.8589 0.0007 0 0.43 5.561 0.528 0 1 26 30 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LREALEDTEAGAAVEK F 2 1700.8581 1700.8584 0.0002 0 0.15 4.827 0.501 0 1 19 30 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LREALEDTEAGAAVEK F 3 1700.8581 1700.8595 0.0014 0 0.82 4.036 0.359 0 1 31 60 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LREALEDTEAGAAVEK F 3 1700.8581 1700.8577 -0.0004 0 -0.26 3.984 0.42 0 1 30 60 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LREALEDTEAGAAVEK F 2 1700.8581 1700.8584 0.0002 0 0.15 5.546 0.409 0 1 26 30 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LREALEDTEAGAAVEK F 3 1700.8581 1700.8586 0.0005 0 0.28 3.887 0.416 0 1 28 60 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9999 R LREALEDTEAGAAVEK F 2 1700.8581 1700.8608 0.0027 0 1.58 4.402 0.241 0.1 1 25 30 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9991 R LREALEDTEAGAAVEK F 3 1700.8581 1700.8608 0.0027 0 1.57 3.209 0.19 0.4 1 25 60 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3404.4496 3404.4611 0.0115 0 3.37 7.243 0.603 0 1 40 116 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3404.4496 3405.4582 1.0085 -1.0034 1.53 6.64 0.607 0 1 41 116 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3404.4496 3404.4533 0.0037 0 1.08 5.013 0.425 0 1 43 174 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3404.4496 3404.4621 0.0125 0 3.67 4.725 0.458 0 1 38 174 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3452.4496 3454.4346 1.9850 -2.0067 -6.29 3.957 0.371 0 1 34 116 2 0 1 LTEAGEM[147]DEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3404.4496 3404.4512 0.0016 0 0.46 6.219 0.554 0 1 41 116 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3404.4496 3404.4580 0.0083 0 2.45 5.168 0.484 0 1 45 174 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3404.4496 3404.4575 0.0078 0 2.30 5.863 0.466 0 1 46 174 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3452.4496 3453.4509 1.0013 -1.0034 -0.60 3.519 0.348 0.1 1 41 174 2 0 1 LTEAGEM[147]DEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3404.4496 3404.4582 0.0085 0 2.50 7.678 0.626 0 1 43 116 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3452.4496 3452.4392 -0.0105 0 -3.03 4.109 0.278 0 1 45 174 2 0 1 LTEAGEM[147]DEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9996 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3452.4496 3453.4444 0.9947 -1.0034 -2.50 3.578 0.211 0 1 33 116 2 0 1 LTEAGEM[147]DEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9984 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3420.4496 3420.4550 0.0054 0 1.57 6.031 0.54 0 1 37 116 2 0 1 LTEAGEMDEHVQDAMM[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9929 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3436.4496 3436.4394 -0.0102 0 -2.98 4.964 0.486 0 1 48 174 2 0 1 LTEAGEMDEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9927 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3420.4496 3420.4501 0.0005 0 0.15 4.798 0.499 0 1 42 174 2 0 1 LTEAGEMDEHVQDAM[147]MNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9927 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3436.4496 3436.4484 -0.0012 0 -0.35 4.837 0.519 0 1 40 174 2 0 1 LTEAGEMDEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9926 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3420.4496 3421.4474 0.9978 -1.0034 -1.63 5.655 0.568 0 1 38 116 2 0 1 LTEAGEMDEHVQDAM[147]MNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9925 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3436.4496 3436.4404 -0.0092 0 -2.69 4.631 0.43 0 1 47 174 2 0 1 LTEAGEMDEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9924 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3420.4496 3420.4555 0.0059 0 1.72 4.599 0.35 0 1 47 174 2 0 1 LTEAGEM[147]DEHVQDAMMNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9870 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3436.4496 3436.4379 -0.0117 0 -3.42 4.008 0.445 0 1 30 116 2 0 1 LTEAGEMDEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9861 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3420.4496 3420.4482 -0.0014 0 -0.42 4.55 0.413 0 2 38 174 2 0 1 LTEAGEMDEHVQDAM[147]MNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9859 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3420.4496 3420.4340 -0.0156 0 -4.56 4.442 0.411 0 2 42 174 2 0 1 LTEAGEMDEHVQDAM[147]MNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9837 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3436.4496 3437.4682 1.0185 -1.0034 4.42 4.854 0.546 0 1 35 116 2 0 1 LTEAGEMDEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9814 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3420.4496 3420.4511 0.0015 0 0.44 4.83 0.416 0 3 41 174 2 0 1 LTEAGEMDEHVQDAM[147]MNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9413 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3404.4496 3406.4509 2.0013 -2.0067 -1.59 3.173 0.052 2.2 10 35 174 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9208 R LTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3420.4496 3422.4509 2.0013 -2.0067 -1.59 4.285 0.425 0 5 37 174 2 0 1 LTEAGEMDEHVQDAM[147]MNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9897 R NVILDLKR Y 2 969.5971 971.6054 2.0083 -2.0067 1.67 2.428 0.113 0.6 1 13 14 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9836 R NVILDLKR Y 2 969.5971 969.5963 -0.0008 0 -0.86 2.371 0.002 0.8 2 13 14 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9792 R NVILDLKR Y 2 969.5971 969.5987 0.0016 0 1.66 2.129 0.081 0.5 10 12 14 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9997 D PFERLDELPQR T 3 1398.7255 1398.7275 0.0020 0 1.43 4.399 0.294 0.1 1 24 40 1 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9986 D PFERLDELPQR T 3 1398.7255 1398.7290 0.0035 0 2.48 3.658 0.305 0.1 2 23 40 1 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9959 D PFERLDELPQR T 3 1398.7255 1398.7297 0.0042 0 3.00 4.368 0.219 0.2 2 24 40 1 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9024 D PFERLDELPQR T 2 1398.7255 1398.7280 0.0025 0 1.77 3.128 0.18 0.1 1 15 20 1 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9999 K PFHMLSSFANLVAR D 3 1588.8184 1588.8220 0.0036 0 2.28 5.267 0.273 0 1 32 52 1 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9999 K PFHMLSSFANLVAR D 3 1604.8184 1604.8064 -0.0120 0 -7.48 4.232 0.329 0 1 29 52 1 0 1 PFHM[147]LSSFANLVAR
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9955 K PFHMLSSFANLVAR D 3 1604.8184 1604.7982 -0.0203 0 -12.62 3.706 0.218 0.1 1 25 52 1 0 1 PFHM[147]LSSFANLVAR
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3560.5507 3560.5539 0.0032 0 0.89 6.005 0.468 0 1 55 180 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3576.5507 3577.5405 0.9898 -1.0034 -3.80 3.872 0.332 0 1 48 180 2 0 1 RLTEAGEM[147]DEHVQDAMMNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3608.5507 3608.5444 -0.0063 0 -1.76 3.809 0.416 0 1 44 180 2 0 1 RLTEAGEM[147]DEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3560.5507 3560.5617 0.0110 0 3.09 4.952 0.407 0 1 50 180 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3560.5507 3560.5585 0.0078 0 2.20 4.246 0.312 0.1 1 47 180 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3560.5507 3560.5541 0.0034 0 0.96 5.125 0.438 0 1 52 180 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3560.5507 3562.5682 2.0174 -2.0067 3.02 7.729 0.594 0 1 46 120 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9999 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3576.5507 3578.5709 2.0202 -2.0067 3.77 3.83 0.25 0.1 1 45 180 2 0 1 RLTEAGEM[147]DEHVQDAMMNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9968 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 5 3560.5507 3560.5581 0.0074 0 2.07 3.296 0.055 1.8 1 54 240 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9956 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 3 3608.5507 3610.5682 2.0174 -2.0067 2.98 2.305 0.217 0.1 1 29 120 2 0 1 RLTEAGEM[147]DEHVQDAM[147]M[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9922 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3576.5507 3576.5393 -0.0115 0 -3.21 4.457 0.361 0 1 52 180 2 0 1 RLTEAGEMDEHVQDAM[147]MNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9917 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3592.5507 3592.5336 -0.0171 0 -4.76 4.174 0.289 0 1 47 180 2 0 1 RLTEAGEM[147]DEHVQDAMM[147]NVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9856 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 4 3576.5507 3576.5563 0.0056 0 1.57 4.372 0.368 0 2 49 180 2 0 1 RLTEAGEMDEHVQDAM[147]MNVFQHGNTFGDPER
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9766 R RLTEAGEMDEHVQDAMMNVFQHGNTFGDPER A 5 3560.5507 3560.5645 0.0138 0 3.87 3.401 0.18 0.4 93 48 240 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9996 M SSILQTTTRPTFWR I 3 1692.8947 1692.8952 0.0004 0 0.26 3.129 0.359 0 2 21 52 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9954 M SSILQTTTRPTFWR I 3 1692.8947 1694.9182 2.0234 -2.0067 9.89 3.405 0.28 0 1 25 52 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9881 M SSILQTTTRPTFWR I 3 1692.8947 1692.8966 0.0019 0 1.12 2.625 0.27 0.1 1 21 52 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9823 M SSILQTTTRPTFWR I 3 1692.8947 1692.8782 -0.0166 0 -9.78 2.719 0.259 0.2 2 20 52 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 K TGGYEEDLEIVGVTELLAEAVSES - 3 2509.1959 2509.1859 -0.0100 0 -3.98 3.215 0.31 0 2 23 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 K TGGYEEDLEIVGVTELLAEAVSES - 3 2509.1959 2511.1882 1.9922 -2.0067 -5.76 3.003 0.375 0.1 4 23 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9998 K TGGYEEDLEIVGVTELLAEAVSES - 3 2509.1959 2509.1925 -0.0034 0 -1.35 2.846 0.3 0.4 14 23 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9927 K TGGYEEDLEIVGVTELLAEAVSES - 3 2509.1959 2510.1982 1.0022 -1.0034 -0.44 2.861 0.233 0.1 102 21 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9824 K TGGYEEDLEIVGVTELLAEAVSES - 3 2509.1959 2511.2182 2.0222 -2.0067 6.20 2.843 0.149 0.9 8 24 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R TVAAAQLALSNR K 2 1213.6779 1213.6787 0.0008 0 0.63 3.569 0.441 0 1 20 22 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R TVAAAQLALSNR K 2 1213.6779 1213.6800 0.0021 0 1.73 3.167 0.433 0 1 18 22 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R TVAAAQLALSNR K 2 1213.6779 1213.6799 0.0020 0 1.63 4.028 0.538 0 1 21 22 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R TVAAAQLALSNR K 2 1213.6779 1213.6787 0.0008 0 0.63 3.876 0.512 0 1 20 22 2 0 1



Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R TVAAAQLALSNR K 2 1213.6779 1213.6772 -0.0007 0 -0.58 3.529 0.5 0 1 19 22 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R TVAAAQLALSNRK Q 2 1341.7728 1341.7728 0.0000 0 -0.02 3.809 0.403 0 1 20 24 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R TVAAAQLALSNRK Q 2 1341.7728 1341.7654 -0.0074 0 -5.50 3.316 0.322 0 1 18 24 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R TVAAAQLALSNRK Q 2 1341.7728 1341.7735 0.0007 0 0.53 3.934 0.405 0 1 19 24 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9941 R TVAAAQLALSNRK Q 3 1341.7728 1341.7743 0.0015 0 1.11 2.053 0.184 0.3 5 23 48 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9932 R TVAAAQLALSNRK Q 3 1341.7728 1341.7738 0.0009 0 0.70 1.863 0.186 1.8 2 25 48 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9263 R TVAAAQLALSNRK Q 2 1341.7728 1342.6654 0.8926 -1.0034 -82.52 2.333 0.157 0.3 33 12 24 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVR R 2 2688.2191 2688.2132 -0.0059 0 -2.19 5.611 0.461 0 1 25 46 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVR R 3 2688.2191 2690.2282 2.0090 -2.0067 0.87 4.88 0.418 0 1 27 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVR R 3 2688.2191 2690.2313 2.0122 -2.0067 2.03 4.48 0.416 0 1 27 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVR R 2 2688.2191 2688.2364 0.0173 0 6.44 5.23 0.454 0 1 25 46 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVR R 3 2688.2191 2690.2282 2.0090 -2.0067 0.87 5.246 0.413 0 1 30 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVR R 3 2688.2191 2689.2207 1.0016 -1.0034 -0.65 4.298 0.343 0 1 30 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9998 R VFEAADVDYGILYEAEQTDGNDVR R 3 2688.2191 2690.2212 2.0021 -2.0067 -1.72 3.568 0.235 0.1 1 27 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9810 R VFEAADVDYGILYEAEQTDGNDVR R 3 2688.2191 2689.2082 0.9890 -1.0034 -5.32 3.048 0.106 0.9 2 27 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9749 R VFEAADVDYGILYEAEQTDGNDVR R 3 2688.2191 2689.4182 1.1990 -1.0034 72.80 3.641 0.15 1 369 21 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9317 R VFEAADVDYGILYEAEQTDGNDVR R 3 2688.2191 2689.3882 1.1690 -1.0034 61.64 3.229 0.073 0.6 18 23 92 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVRR V 3 2844.3202 2844.3255 0.0053 0 1.86 3.757 0.314 0 1 31 96 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVRR V 4 2844.3202 2844.3322 0.0120 0 4.22 3.76 0.434 0 1 43 144 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVRR V 3 2844.3202 2844.3261 0.0058 0 2.06 3.69 0.306 0 1 31 96 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVRR V 3 2844.3202 2844.3186 -0.0017 0 -0.58 3.857 0.381 0 1 29 96 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R VFEAADVDYGILYEAEQTDGNDVRR V 3 2844.3202 2844.3321 0.0119 0 4.18 3.54 0.286 0 1 30 96 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9993 R VFEAADVDYGILYEAEQTDGNDVRR V 3 2844.3202 2844.3288 0.0086 0 3.02 3.204 0.17 0 1 28 96 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9060 R VFEAADVDYGILYEAEQTDGNDVRR V 3 2844.3202 2845.3282 1.0079 -1.0034 1.62 2.756 0.04 0.7 1 26 96 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R YNGEFEAPR D 2 1081.4828 1081.4841 0.0013 0 1.18 2.635 0.46 0 1 14 16 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R YNGEFEAPR D 2 1081.4828 1081.4826 -0.0002 0 -0.17 2.601 0.435 0 1 14 16 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R YNGEFEAPR D 2 1081.4828 1081.4826 -0.0002 0 -0.17 2.702 0.439 0 1 15 16 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 1 R YNGEFEAPR D 2 1081.4828 1081.4843 0.0015 0 1.41 2.634 0.457 0 1 15 16 2 0 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9974 R YNGEFEAPRDLIR A 3 1578.7790 1578.7798 0.0008 0 0.50 2.157 0.26 0 4 19 48 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9835 R YNGEFEAPRDLIR A 2 1578.7790 1578.7788 -0.0002 0 -0.15 2.52 0.147 0.2 1 14 24 2 1 1
Q5UZA8_HALMA 1 Heterodisulfide reductase hdrD rrnAC2605 693 40.3 23 147 0.9307 R YNGEFEAPRDLIR A 3 1578.7790 1579.7782 0.9991 -1.0034 -2.66 2.197 0.154 0.1 2 20 48 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8145 0.0016 0 0.40 5.373 0.523 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R DQSVTKENFSDIILASMVK R 3 2124.0772 2124.0796 0.0024 0 1.12 4.61 0.387 0 1 33 72 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7525 0.0039 0 2.67 3.976 0.448 0 1 21 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 3 1481.7486 1482.7282 0.9795 -1.0034 -16.06 3.131 0.306 0.1 1 26 48 2 0 1 ENFSDIILASM[147]VK
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7499 0.0012 0 0.84 4.123 0.225 0.1 1 19 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7517 0.0031 0 2.09 4.486 0.237 0.1 1 19 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7454 -0.0032 0 -2.17 3.612 0.447 0 1 20 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 3 1465.7486 1465.7512 0.0026 0 1.74 4.108 0.248 0 2 28 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1481.7486 1483.7454 1.9968 -2.0067 -6.67 4.183 0.314 0 1 19 24 2 0 1 ENFSDIILASM[147]VK
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7509 0.0023 0 1.59 4.07 0.486 0 1 22 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7454 -0.0032 0 -2.17 3.717 0.413 0 1 20 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7454 -0.0032 0 -2.17 3.794 0.432 0 1 20 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7520 0.0034 0 2.34 4.21 0.186 0.1 1 20 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7517 0.0031 0 2.09 4.022 0.432 0 1 21 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVK R 2 1465.7486 1465.7538 0.0051 0 3.50 4.195 0.233 0.2 1 20 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9995 K ENFSDIILASMVK R 1 1465.7486 1465.7503 0.0017 0 1.14 3.537 0.16 0.8 1 17 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9995 K ENFSDIILASMVK R 1 1465.7486 1465.7503 0.0017 0 1.14 3.136 0.22 0.1 1 16 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9988 K ENFSDIILASMVK R 1 1465.7486 1465.7488 0.0002 0 0.14 2.735 0.148 0.2 2 15 24 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9988 K ENFSDIILASMVK R 3 1465.7486 1466.7682 1.0195 -1.0034 11.05 2.94 0.224 0.1 15 20 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9904 K ENFSDIILASMVK R 3 1465.7486 1466.7382 0.9895 -1.0034 -9.42 2.758 0.107 0.8 1 24 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9834 K ENFSDIILASMVK R 3 1465.7486 1465.7482 -0.0005 0 -0.31 2.459 0.149 0.2 124 18 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9636 K ENFSDIILASMVK R 3 1465.7486 1465.7482 -0.0005 0 -0.31 2.234 0.151 1.5 305 16 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K ENFSDIILASMVKR V 2 1621.8498 1621.8454 -0.0044 0 -2.70 3.179 0.448 0 1 16 26 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9988 K ENFSDIILASMVKR V 3 1621.8498 1621.8506 0.0008 0 0.48 1.894 0.244 1.2 1 23 52 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9983 K ENFSDIILASMVKR V 3 1621.8498 1621.8517 0.0019 0 1.16 2.064 0.208 0.5 1 22 52 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9966 K ENFSDIILASMVKR V 3 1621.8498 1621.8512 0.0013 0 0.82 2.118 0.173 0.7 1 21 52 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9958 K ENFSDIILASMVKR V 2 1621.8498 1621.8564 0.0066 0 4.07 2.231 0.151 0.8 1 14 26 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTK E 2 1420.7310 1420.7312 0.0002 0 0.11 4.092 0.386 0 1 20 24 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTK E 2 1420.7310 1420.7322 0.0011 0 0.79 4.218 0.355 0 1 21 24 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVK R 4 2868.4691 2868.4733 0.0042 0 1.47 4.681 0.446 0 1 53 150 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVK R 4 2884.4691 2884.4689 -0.0002 0 -0.06 3.792 0.386 0 1 42 150 2 2 1 FAVGVDRDQSVTKENFSDIILASM[147]VK
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2869.3841 0.9149 -1.0034 -30.82 4.526 0.414 0 1 30 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVK R 4 2868.4691 2868.4702 0.0010 0 0.36 4.536 0.439 0 1 49 150 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2868.4729 0.0038 0 1.32 8.084 0.544 0 1 43 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2884.4691 2884.4676 -0.0016 0 -0.55 6.754 0.528 0 1 38 100 2 2 1 FAVGVDRDQSVTKENFSDIILASM[147]VK
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2884.4691 2884.4692 0.0001 0 0.03 7.501 0.554 0 1 45 100 2 2 1 FAVGVDRDQSVTKENFSDIILASM[147]VK
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2884.4691 2884.4708 0.0017 0 0.60 6.945 0.521 0 1 42 100 2 2 1 FAVGVDRDQSVTKENFSDIILASM[147]VK
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9999 R FAVGVDRDQSVTKENFSDIILASMVK R 4 2884.4691 2884.4714 0.0023 0 0.78 3.774 0.232 0 1 42 150 2 2 1 FAVGVDRDQSVTKENFSDIILASM[147]VK
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9998 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2869.4482 0.9790 -1.0034 -8.47 3.67 0.289 0.1 1 29 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9993 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2869.4013 0.9321 -1.0034 -24.82 3.68 0.271 0.3 5 24 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9982 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2869.3882 0.9190 -1.0034 -29.39 3.567 0.233 0.4 3 25 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9969 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2869.4182 0.9490 -1.0034 -18.93 3.238 0.213 0.2 1 26 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9955 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2869.4182 0.9490 -1.0034 -18.93 3.599 0.22 0.2 11 22 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9930 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2869.3936 0.9245 -1.0034 -27.51 3.583 0.16 0.3 1 25 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9072 R FAVGVDRDQSVTKENFSDIILASMVK R 3 2868.4691 2869.3882 0.9190 -1.0034 -29.39 3.36 0.065 0.6 1 26 100 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVKR V 4 3024.5702 3024.5756 0.0054 0 1.79 7.909 0.535 0 1 52 156 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R FAVGVDRDQSVTKENFSDIILASMVKR V 4 3024.5702 3024.5822 0.0120 0 3.97 7.863 0.46 0 1 56 156 2 2 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9584 R FAVGVDRDQSVTKENFSDIILASMVKR V 5 3040.5702 3040.5721 0.0019 0 0.63 2.681 0.234 1 462 39 208 2 2 1 FAVGVDRDQSVTKENFSDIILASM[147]VKR
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 D GSFNDQAQTGAIR A 2 1363.6480 1363.6524 0.0044 0 3.24 3.713 0.456 0 1 18 24 1 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 3 2498.1860 2498.1899 0.0039 0 1.55 6.146 0.54 0 1 39 96 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 3 2498.1860 2498.1916 0.0055 0 2.21 6.877 0.592 0 1 44 96 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 3 2498.1860 2498.1908 0.0048 0 1.92 7.202 0.605 0 1 45 96 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 3 2498.1860 2498.1877 0.0017 0 0.67 5.826 0.419 0 1 35 96 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2498.1860 2498.1932 0.0072 0 2.88 5.972 0.629 0 1 27 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2498.1860 2498.1900 0.0040 0 1.61 6.878 0.651 0 1 33 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2514.1860 2514.1822 -0.0038 0 -1.51 6.418 0.649 0 1 34 48 2 0 1 IGM[147]VYATGGLGDGSFNDQAQTGAIR
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 3 2514.1860 2514.1864 0.0003 0 0.13 6.522 0.546 0 1 40 96 2 0 1 IGM[147]VYATGGLGDGSFNDQAQTGAIR
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2498.1860 2498.1920 0.0060 0 2.39 7.181 0.661 0 1 32 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2498.1860 2498.1905 0.0045 0 1.80 5.576 0.391 0 1 23 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2514.1860 2514.1798 -0.0062 0 -2.48 6.263 0.652 0 1 33 48 2 0 1 IGM[147]VYATGGLGDGSFNDQAQTGAIR
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2498.1860 2498.1937 0.0077 0 3.07 5.439 0.694 0 1 28 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2498.1860 2498.1891 0.0030 0 1.22 6.783 0.689 0 1 31 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 R IGMVYATGGLGDGSFNDQAQTGAIR A 2 2498.1860 2498.1937 0.0077 0 3.07 6.254 0.498 0 1 26 48 2 0 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8223 1.0094 -1.0034 1.57 4.726 0.497 0 1 37 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.7914 -0.0215 0 -5.61 5.32 0.471 0 1 37 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8321 0.0191 0 4.99 6.353 0.558 0 1 44 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8106 0.9976 -1.0034 -1.49 5.421 0.541 0 1 41 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8242 2.0113 -2.0067 1.20 6.538 0.569 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8240 0.0111 0 2.89 6.235 0.553 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8182 1.0052 -1.0034 0.49 6.106 0.637 0 1 45 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8152 0.0023 0 0.60 4.841 0.511 0 1 38 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8119 -0.0010 0 -0.26 5.953 0.544 0 1 41 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8382 2.0252 -2.0067 4.83 6.852 0.589 0 1 46 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8278 1.0149 -1.0034 3.00 4.495 0.531 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8123 -0.0006 0 -0.17 5.615 0.518 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8082 1.9952 -2.0067 -2.99 5.579 0.47 0 1 44 152 2 1 1



Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8292 1.0163 -1.0034 3.38 6.04 0.511 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.7801 -0.0329 0 -8.57 5.856 0.557 0 1 36 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8182 1.0052 -1.0034 0.49 4.994 0.57 0 1 45 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8244 0.0114 0 2.98 6.344 0.574 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8182 1.0052 -1.0034 0.49 5.016 0.53 0 1 40 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.7991 -0.0138 0 -3.60 5.721 0.535 0 1 45 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8230 1.0101 -1.0034 1.76 5.906 0.616 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8256 1.0127 -1.0034 2.43 5.969 0.513 0 1 39 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8314 1.0185 -1.0034 3.95 5.107 0.542 0 1 40 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8124 0.9995 -1.0034 -1.01 6.134 0.581 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8159 0.0030 0 0.79 4.192 0.33 0 1 34 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8064 -0.0065 0 -1.70 5.646 0.51 0 1 45 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8200 0.0070 0 1.84 6.782 0.574 0 1 46 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8382 2.0252 -2.0067 4.83 5.781 0.554 0 1 38 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8097 -0.0032 0 -0.84 5.248 0.5 0 1 39 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8263 1.0134 -1.0034 2.62 5.351 0.483 0 1 39 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8112 -0.0017 0 -0.45 4.28 0.46 0 1 37 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8382 2.0252 -2.0067 4.83 6.513 0.582 0 1 37 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8082 1.9952 -2.0067 -2.99 7.419 0.59 0 1 49 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8229 0.0100 0 2.60 6.178 0.547 0 1 39 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8208 1.0079 -1.0034 1.19 4.525 0.482 0 1 35 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8137 0.0008 0 0.21 6.459 0.574 0 1 44 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8126 -0.0003 0 -0.07 6.152 0.531 0 1 37 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8182 1.0052 -1.0034 0.49 5.013 0.5 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8278 1.0149 -1.0034 3.00 6.154 0.622 0 1 44 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8402 1.0273 -1.0034 6.24 5.707 0.526 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8161 1.0031 -1.0034 -0.06 5.599 0.482 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8252 1.0123 -1.0034 2.33 5.944 0.565 0 1 44 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8382 2.0252 -2.0067 4.83 5.55 0.512 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8302 0.0173 0 4.51 6.339 0.52 0 1 47 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8225 0.0096 0 2.50 5.743 0.538 0 1 40 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8082 1.9952 -2.0067 -2.99 5.232 0.548 0 1 45 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8281 1.0152 -1.0034 3.09 5.421 0.573 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8182 1.0052 -1.0034 0.49 5.711 0.596 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8212 1.0083 -1.0034 1.28 6.109 0.611 0 1 46 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8219 1.0090 -1.0034 1.47 5.84 0.565 0 1 47 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8082 1.9952 -2.0067 -2.99 5.723 0.566 0 1 39 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8182 1.0052 -1.0034 0.49 5.973 0.622 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8249 1.0119 -1.0034 2.24 5.467 0.554 0 1 43 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8141 0.0012 0 0.31 6.551 0.585 0 1 46 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.7982 -0.0148 0 -3.85 5.274 0.535 0 1 34 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8190 1.0061 -1.0034 0.71 5.228 0.54 0 1 41 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3837.8146 1.0017 -1.0034 -0.44 5.431 0.554 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8082 1.9952 -2.0067 -2.99 5.614 0.538 0 1 39 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3838.8382 2.0252 -2.0067 4.83 6.426 0.574 0 1 45 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 1 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3836.8222 0.0092 0 2.41 5.5 0.578 0 1 42 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9999 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 3 3836.8129 3834.7816 -2.0313 2 -8.15 4.412 0.422 0 1 34 152 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9995 K LSTQDFSAGAGSTQGDSASVGFVGGVEGDLIGRFEAGYK A 4 3836.8129 3838.8109 1.9980 -2.0067 -2.28 4.59 0.262 0.4 7 39 228 2 1 1
Q5UZ68_HALMA 1 ABC transporter yufN rrnAC2656 393 32.8 10 131 0.9932 Y VGDFNDPSGGQEAALSMYESGADIVYHAAGNTGTGVFR A 3 3859.7384 3861.6912 1.9528 -2.0067 -13.98 4.573 0.243 0 1 30 148 1 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R AELTEVNEGRGVEDEYVDLDMRHLGEER I 4 3259.5051 3259.5095 0.0043 0 1.33 2.694 0.211 0.2 1 41 162 2 2 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AAIAANEEGADVALVTK L 2 1641.8573 1641.8613 0.0040 0 2.42 4.842 0.535 0 1 25 32 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AAIAANEEGADVALVTK L 2 1641.8573 1641.8573 -0.0001 0 -0.03 5.733 0.519 0 1 25 32 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AAIAANEEGADVALVTK L 2 1641.8573 1641.8603 0.0030 0 1.83 4.221 0.215 0 1 24 32 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AAIAANEEGADVALVTK L 2 1641.8573 1641.8587 0.0014 0 0.86 4.781 0.531 0 1 24 32 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AAIAANEEGADVALVTK L 2 1641.8573 1641.8591 0.0018 0 1.08 4.153 0.232 0 1 23 32 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AAIAANEEGADVALVTK L 2 1641.8573 1641.8598 0.0025 0 1.53 4.946 0.536 0 1 25 32 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R AAIAANEEGADVALVTK L 3 1641.8573 1641.8482 -0.0092 0 -5.57 2.965 0.238 0.1 1 26 64 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AAIAANEEGADVALVTKLHPVR S 4 2244.2226 2244.2199 -0.0027 0 -1.21 3.48 0.371 0 1 41 126 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R ADVQETMTDNVNVFR T 2 1737.7992 1737.8031 0.0039 0 2.22 4.32 0.481 0 1 22 28 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R ADVQETMTDNVNVFRTEEGLEK A 3 2524.1751 2524.1771 0.0020 0 0.80 4.301 0.372 0 1 30 84 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AELTEVNEGRGVEDEYVDLDMRHLGEER I 5 3259.5051 3259.5065 0.0013 0 0.41 4.026 0.366 0 5 51 216 2 2 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AGVPMEDMEMIQFHPTTLPSTGVLISEGVR G 3 3241.5821 3241.6074 0.0253 0 7.81 4.19 0.477 0 1 44 116 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R AGVPMEDMEMIQFHPTTLPSTGVLISEGVR G 3 3241.5821 3241.6045 0.0224 0 6.91 3.588 0.407 0 1 34 116 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R AGVPMEDMEMIQFHPTTLPSTGVLISEGVR G 3 3241.5821 3243.6082 2.0260 -2.0067 5.97 3.106 0.305 0 1 36 116 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R AGVPMEDMEMIQFHPTTLPSTGVLISEGVR G 3 3241.5821 3241.5998 0.0176 0 5.44 3.212 0.253 0 1 38 116 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9917 R AGVPMEDMEMIQFHPTTLPSTGVLISEGVR G 3 3241.5821 3241.5921 0.0099 0 3.07 3.037 0.081 1.3 1 27 116 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9621 R AGVPMEDMEMIQFHPTTLPSTGVLISEGVR G 3 3257.5821 3257.5775 -0.0046 0 -1.41 3.146 0.242 0 1 35 116 2 0 1 AGVPMEDMEM[147]IQFHPTTLPSTGVLISEGVR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9055 R AGVPMEDMEMIQFHPTTLPSTGVLISEGVR G 3 3257.5821 3258.5782 0.9960 -1.0034 -2.24 3.499 0.415 0 2 34 116 2 0 1 AGVPM[147]EDMEMIQFHPTTLPSTGVLISEGVR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9611 N ALPELLVFGAR A 2 1184.6917 1184.6854 -0.0063 0 -5.30 2.229 0.247 0 1 15 20 1 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K AVLESTVEQER Q 2 1259.6357 1260.6163 0.9806 -1.0034 -18.07 3.22 0.418 0 1 16 20 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K AVLESTVEQER Q 2 1259.6357 1259.6355 -0.0003 0 -0.20 3.155 0.463 0 1 17 20 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K AVLESTVEQERQRIEDLIESDGINHAEVR A 4 3334.6753 3334.6801 0.0048 0 1.44 3.973 0.358 0 1 41 168 2 2 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K DAPEEVIQLEHWGMPFSR E 3 2156.0048 2156.0066 0.0018 0 0.83 2.325 0.399 0 1 38 68 2 0 1 DAPEEVIQLEHWGM[147]PFSR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K DAPEEVIQLEHWGMPFSR E 3 2140.0048 2140.0089 0.0040 0 1.89 2.768 0.333 0 1 37 68 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K DAPEEVIQLEHWGMPFSR E 2 2140.0048 2141.0054 1.0006 -1.0034 -1.27 5.57 0.551 0 1 23 34 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K DAPEEVIQLEHWGMPFSR E 3 2140.0048 2140.0100 0.0051 0 2.40 3.565 0.363 0 1 38 68 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K DAPEEVIQLEHWGMPFSR E 2 2140.0048 2142.0254 2.0206 -2.0067 6.51 5.939 0.454 0 1 23 34 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K DAPEEVIQLEHWGMPFSR E 3 2140.0048 2140.0045 -0.0003 0 -0.16 2.776 0.297 0 1 35 68 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K DAPEEVIQLEHWGMPFSR E 3 2140.0048 2140.0083 0.0035 0 1.63 3.391 0.302 0 1 38 68 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K DAPEEVIQLEHWGMPFSR E 2 2156.0048 2156.0035 -0.0013 0 -0.61 3.972 0.457 0 1 20 34 2 0 1 DAPEEVIQLEHWGM[147]PFSR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9992 K DAPEEVIQLEHWGMPFSR E 3 2156.0048 2156.0022 -0.0026 0 -1.21 2.606 0.196 0.1 1 24 68 2 0 1 DAPEEVIQLEHWGM[147]PFSR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R FMFEHGYANNEGELASR D 3 1970.8581 1970.8639 0.0058 0 2.94 4.236 0.302 0 1 28 64 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R FMFEHGYANNEGELASR D 3 1970.8581 1970.8619 0.0038 0 1.92 4.044 0.353 0 1 28 64 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R FMFEHGYANNEGELASR D 3 1986.8581 1986.8569 -0.0012 0 -0.62 3.724 0.373 0 1 28 64 2 0 1 FM[147]FEHGYANNEGELASR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R FMFEHGYANNEGELASR D 2 1970.8581 1970.8741 0.0160 0 8.12 3.522 0.484 0 1 18 32 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K GSDYLGDAPAIDTFAK D 2 1639.7729 1639.7773 0.0044 0 2.68 3.612 0.488 0 1 21 30 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 K GSDYLGDAPAIDTFAKDAPEEVIQLEHWGMPFSR E 3 3761.7672 3762.7882 1.0209 -1.0034 4.68 4.859 0.475 0 1 36 132 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9993 K GSDYLGDAPAIDTFAKDAPEEVIQLEHWGMPFSR E 4 3761.7672 3763.7709 2.0037 -2.0067 -0.81 2.267 0.223 0.1 2 40 198 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9958 K GSDYLGDAPAIDTFAKDAPEEVIQLEHWGMPFSR E 4 3761.7672 3761.7766 0.0093 0 2.48 2.12 0.082 0.6 1 48 198 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9897 K GSDYLGDAPAIDTFAKDAPEEVIQLEHWGMPFSR E 4 3777.7672 3777.7678 0.0005 0 0.14 2.209 0.13 0.9 10 33 198 2 1 1 GSDYLGDAPAIDTFAKDAPEEVIQLEHWGM[147]PFSR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R GVEDEYVDLDMR H 2 1455.6238 1455.6254 0.0016 0 1.12 2.965 0.331 0 1 16 22 2 0 1 GVEDEYVDLDM[147]R
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R GVEDEYVDLDMR H 2 1439.6238 1439.6254 0.0016 0 1.13 3.337 0.448 0 1 17 22 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9998 R GVEDEYVDLDMRHLGEER I 4 2160.9746 2160.9755 0.0009 0 0.42 2.275 0.207 0.2 1 36 102 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9997 R GVEDEYVDLDMRHLGEER I 3 2176.9746 2177.9782 1.0035 -1.0034 0.09 3.035 0.294 0 1 30 68 2 1 1 GVEDEYVDLDM[147]RHLGEER
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9685 R GVEDEYVDLDMRHLGEER I 3 2160.9746 2163.0007 2.0261 -2.0067 8.96 1.974 0.217 0.8 1 27 68 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9915 R IEDLIESDGINHAEVR A 3 1808.8904 1808.8910 0.0006 0 0.33 2.756 0.123 0.3 13 22 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9998 R KEYENVAVEDPSR T 2 1534.7263 1534.7038 -0.0225 0 -14.66 3.019 0.195 0.1 1 18 24 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9996 R KEYENVAVEDPSR T 3 1534.7263 1534.7277 0.0014 0 0.93 4.259 0.127 0.3 19 24 48 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R KEYENVAVEDPSRTYNTDLIHTIETR N 4 3092.5050 3092.5146 0.0096 0 3.10 4.575 0.431 0 1 44 150 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R KEYENVAVEDPSRTYNTDLIHTIETR N 3 3092.5050 3094.5243 2.0193 -2.0067 4.07 4.997 0.435 0 1 32 100 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R KEYENVAVEDPSRTYNTDLIHTIETR N 4 3092.5050 3092.5151 0.0101 0 3.25 5.308 0.452 0 1 46 150 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R LGGNALPELLVFGAR A 2 1525.8616 1525.8629 0.0013 0 0.83 2.858 0.439 0 1 23 28 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R LGGNALPELLVFGAR A 3 1525.8616 1525.8682 0.0065 0 4.29 4.165 0.278 0 4 27 56 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R LGGNALPELLVFGAR A 2 1525.8616 1525.8603 -0.0013 0 -0.85 3.233 0.492 0 1 22 28 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R LGGNALPELLVFGAR A 2 1525.8616 1525.8625 0.0009 0 0.59 3.256 0.544 0 1 22 28 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R LGGNALPELLVFGAR A 2 1525.8616 1525.8654 0.0038 0 2.51 3.315 0.545 0 1 23 28 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9983 R LGGNALPELLVFGAR A 3 1525.8616 1525.8601 -0.0015 0 -0.98 3.252 0.118 0.1 3 25 56 2 0 1



Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9912 R LGGNALPELLVFGAR A 2 1525.8616 1525.8604 -0.0012 0 -0.77 2.577 0.061 1.3 1 19 28 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 - MYEHDVIVVGAGGAGLR A 3 1742.8774 1742.8795 0.0021 0 1.18 4.157 0.243 0.1 3 27 64 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 - MYEHDVIVVGAGGAGLR A 3 1742.8774 1742.8775 0.0000 0 0.02 4.103 0.357 0 1 28 64 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 - MYEHDVIVVGAGGAGLR A 2 1742.8774 1742.8812 0.0038 0 2.17 5.405 0.536 0 1 27 32 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 - MYEHDVIVVGAGGAGLR A 3 1758.8774 1758.8782 0.0007 0 0.42 3.016 0.391 0 1 28 64 2 0 1 M[147]YEHDVIVVGAGGAGLR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 - MYEHDVIVVGAGGAGLR A 3 1758.8774 1758.8831 0.0057 0 3.21 3.167 0.285 0.1 1 28 64 2 0 1 M[147]YEHDVIVVGAGGAGLR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 - MYEHDVIVVGAGGAGLR A 3 1742.8774 1742.8782 0.0008 0 0.44 4.02 0.348 0.1 1 30 64 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 - MYEHDVIVVGAGGAGLR A 3 1742.8774 1742.8789 0.0015 0 0.86 3.262 0.207 0.1 1 27 64 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 3 1638.9304 1638.9329 0.0025 0 1.50 3.922 0.322 0 3 27 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 3 1638.9304 1638.9327 0.0023 0 1.39 4.19 0.342 0 1 33 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 2 1638.9304 1638.9319 0.0014 0 0.88 3.726 0.437 0 1 24 30 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 2 1638.9304 1638.9341 0.0036 0 2.22 4.841 0.408 0 1 26 30 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 2 1638.9304 1638.9308 0.0003 0 0.21 4.192 0.42 0 1 25 30 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 3 1638.9304 1638.9336 0.0032 0 1.95 3.828 0.229 0 1 28 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 3 1638.9304 1638.9265 -0.0040 0 -2.41 4.291 0.372 0 1 30 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 3 1638.9304 1638.9314 0.0010 0 0.61 3.797 0.292 0 1 35 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 2 1638.9304 1638.9322 0.0018 0 1.10 3.853 0.411 0 1 25 30 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 3 1638.9304 1638.9327 0.0023 0 1.39 4.329 0.351 0 1 33 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 3 1638.9304 1638.9311 0.0006 0 0.38 4.398 0.388 0 1 32 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 2 1638.9304 1638.9359 0.0055 0 3.33 4.093 0.438 0 1 25 30 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAR E 3 1638.9304 1639.9282 0.9977 -1.0034 -3.42 3.302 0.316 0.1 1 25 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R NILDVAEAITLGALAR E 3 1638.9304 1638.9298 -0.0007 0 -0.40 3.335 0.219 0 1 30 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9994 R NILDVAEAITLGALAR E 3 1638.9304 1639.9282 0.9977 -1.0034 -3.42 3.33 0.183 0.3 1 24 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9981 R NILDVAEAITLGALAR E 3 1638.9304 1639.9282 0.9977 -1.0034 -3.42 3.094 0.204 0.2 12 24 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9977 R NILDVAEAITLGALAR E 3 1638.9304 1640.1382 1.2077 -1.0034 124.71 3.196 0.172 0.1 5 25 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9975 R NILDVAEAITLGALAR E 3 1638.9304 1640.1382 1.2077 -1.0034 124.71 3.687 0.117 0.1 2 26 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9975 R NILDVAEAITLGALAR E 3 1638.9304 1638.9382 0.0077 0 4.73 2.63 0.206 0.6 38 22 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9973 R NILDVAEAITLGALAR E 3 1638.9304 1639.9582 1.0277 -1.0034 14.89 2.443 0.259 0.6 23 22 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9823 R NILDVAEAITLGALAR E 3 1638.9304 1638.9382 0.0077 0 4.73 2.396 0.122 0.6 12 23 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9639 R NILDVAEAITLGALAR E 3 1638.9304 1640.4382 1.5077 -2.0067 -304.44 2.59 0.153 0.6 63 20 60 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAREEFR G 3 2200.1852 2200.1867 0.0014 0 0.66 2.788 0.366 0 1 35 76 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAREEFR G 2 2200.1852 2200.1915 0.0063 0 2.85 3.594 0.376 0 1 19 38 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R NILDVAEAITLGALAREEFR G 3 2200.1852 2200.1885 0.0033 0 1.49 2.928 0.351 0 1 35 76 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R NILDVAEAITLGALAREEFR G 2 2200.1852 2200.1905 0.0053 0 2.41 3.546 0.355 0 1 18 38 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R NILDVAEAITLGALAREEFR G 3 2200.1852 2200.1901 0.0049 0 2.24 2.531 0.361 0.1 1 25 76 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9989 R NILDVAEAITLGALAREEFR G 3 2200.1852 2201.1901 1.0049 -1.0034 0.69 2.826 0.268 0 1 30 76 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9208 R NILDVAEAITLGALAREEFR G 3 2200.1852 2200.1901 0.0049 0 2.24 2.438 0.117 1 8 24 76 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R QRIEDLIESDGINHAEVR A 3 2093.0501 2093.0533 0.0032 0 1.52 5.38 0.409 0 1 35 68 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R QRIEDLIESDGINHAEVR A 3 2093.0501 2093.0531 0.0030 0 1.43 4.822 0.399 0 1 33 68 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R QRIEDLIESDGINHAEVR A 3 2093.0501 2093.0511 0.0010 0 0.47 4.564 0.378 0 1 36 68 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R QRIEDLIESDGINHAEVR A 4 2093.0501 2093.0539 0.0038 0 1.81 2.968 0.219 0.4 1 39 102 2 1 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9999 R SHTGAAEGGINAALQEGDSWDLHAYDTMK G 4 3044.3570 3045.3709 1.0139 -1.0034 3.46 4.048 0.233 0.2 1 42 168 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R TTYAGAETGHHLLHTMYEQAVK R 3 2473.1747 2473.1746 -0.0001 0 -0.06 3.513 0.425 0 1 37 84 2 0 1 TTYAGAETGHHLLHTM[147]YEQAVK
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9997 R TTYAGAETGHHLLHTMYEQAVK R 4 2457.1747 2457.1809 0.0061 0 2.50 2.199 0.278 0 27 35 126 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R TTYAGAETGHHLLHTMYEQAVKR G 3 2613.2758 2612.3482 -0.9277 1 27.68 3.958 0.396 0 1 32 88 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9988 R TTYAGAETGHHLLHTMYEQAVKR G 4 2629.2758 2629.2719 -0.0039 0 -1.48 2.24 0.101 0.8 1 36 132 2 0 1 TTYAGAETGHHLLHTM[147]YEQAVKR
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R TYNTDLIHTIETR N 3 1575.7893 1575.7919 0.0026 0 1.63 2.356 0.35 0 1 25 48 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R TYNTDLIHTIETR N 2 1575.7893 1575.7934 0.0041 0 2.61 4.077 0.535 0 1 21 24 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R TYNTDLIHTIETR N 2 1575.7893 1575.7916 0.0023 0 1.44 4.136 0.542 0 1 20 24 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R TYNTDLIHTIETR N 2 1575.7893 1575.7911 0.0018 0 1.13 4.18 0.521 0 1 21 24 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R TYNTDLIHTIETR N 2 1575.7893 1575.7944 0.0051 0 3.23 4.275 0.511 0 1 21 24 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 0.9306 R TYNTDLIHTIETR N 3 1575.7893 1575.7882 -0.0012 0 -0.73 1.703 0.079 0.5 1 25 48 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R VSQRPFGGLSYPR T 3 1462.7681 1462.7674 -0.0007 0 -0.50 4.673 0.402 0 1 30 48 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R VSQRPFGGLSYPR T 3 1462.7681 1462.7689 0.0008 0 0.56 4.367 0.41 0 1 27 48 2 0 1
Q5V345_HALMA 1 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1) sdhA1 rrnAC1097 608 54.3 29 117 1 R VSQRPFGGLSYPR T 3 1462.7681 1462.7690 0.0009 0 0.62 4.299 0.396 0 1 27 48 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R ILLPETWQGHPLSQDYNQDQPQIVSLR E 3 3174.6098 3175.6282 1.0183 -1.0034 4.72 4.304 0.4 0 1 32 104 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R AAEDLADIDVPEYAQVIR T 2 1986.9898 1986.9947 0.0049 0 2.47 4.573 0.547 0 1 25 34 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R AAEDLADIDVPEYAQVIR T 2 1986.9898 1986.9945 0.0047 0 2.34 4.809 0.257 0 1 26 34 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R AAEDLADIDVPEYAQVIR T 2 1986.9898 1986.9962 0.0064 0 3.20 4.168 0.512 0 1 22 34 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R AAEDLADIDVPEYAQVIR T 2 1986.9898 1986.9977 0.0078 0 3.94 4.553 0.454 0 1 24 34 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9871 R AAEDLADIDVPEYAQVIR T 3 1986.9898 1986.9918 0.0020 0 1.02 2.483 0.154 0.8 34 21 68 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9978 R DREIVQNLLEDLTGQR L 2 1897.9857 1897.9895 0.0038 0 1.98 5.268 0.532 0 1 24 30 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9952 R DREIVQNLLEDLTGQR L 2 1897.9857 1897.9914 0.0057 0 3.01 4.675 0.489 0 1 25 30 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9905 R DREIVQNLLEDLTGQR L 3 1897.9857 1897.9876 0.0018 0 0.97 4.738 0.406 0 1 29 60 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9875 R DREIVQNLLEDLTGQR L 3 1897.9857 1897.9912 0.0055 0 2.90 4.523 0.404 0 1 28 60 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9696 R DREIVQNLLEDLTGQR L 3 1897.9857 1897.9874 0.0017 0 0.88 4.07 0.329 0 2 25 60 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R DTALDVGVTEDGLDYDALADLLGGHVLDR E 3 3027.4673 3027.4748 0.0074 0 2.45 4.802 0.458 0 1 41 112 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R DTALDVGVTEDGLDYDALADLLGGHVLDR E 3 3027.4673 3027.4771 0.0098 0 3.24 5.794 0.49 0 1 38 112 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R DTALDVGVTEDGLDYDALADLLGGHVLDR E 3 3027.4673 3027.4788 0.0115 0 3.78 5.047 0.415 0 1 38 112 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R DTALDVGVTEDGLDYDALADLLGGHVLDR E 3 3027.4673 3027.4857 0.0184 0 6.08 5.023 0.391 0 1 37 112 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R EAYDLVGIDYDDHPDLRR I 2 2161.0076 2161.0128 0.0052 0 2.39 3.92 0.422 0 1 18 34 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9982 R EAYDLVGIDYDDHPDLRR I 4 2161.0076 2161.0112 0.0036 0 1.64 2.029 0.16 0.6 7 33 102 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9949 R EAYDLVGIDYDDHPDLRR I 4 2161.0076 2161.0104 0.0028 0 1.31 2.295 0.112 2.3 7 31 102 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9665 R EAYDLVGIDYDDHPDLRR I 3 2161.0076 2161.0113 0.0036 0 1.68 2.255 0.065 0.5 1 25 68 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R EEHVNAEGFVIRPDEVQEVLSTLK E 4 2737.3923 2737.4008 0.0085 0 3.11 3.9 0.364 0 1 39 138 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R EEHVNAEGFVIRPDEVQEVLSTLK E 4 2737.3923 2738.4109 1.0186 -1.0034 5.56 4.259 0.413 0 1 42 138 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9996 R EIVQNLLEDLTGQR L 2 1626.8577 1626.8618 0.0041 0 2.50 4.627 0.515 0 1 22 26 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9994 R EIVQNLLEDLTGQR L 2 1626.8577 1626.8584 0.0006 0 0.40 4.356 0.473 0 1 21 26 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9994 R EIVQNLLEDLTGQR L 2 1626.8577 1626.8608 0.0031 0 1.90 4.435 0.496 0 1 22 26 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9940 R EIVQNLLEDLTGQR L 3 1626.8577 1626.8567 -0.0010 0 -0.62 3.817 0.394 0 1 27 52 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9934 R EIVQNLLEDLTGQR L 3 1626.8577 1626.8607 0.0030 0 1.85 3.746 0.35 0 1 31 52 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9917 R EIVQNLLEDLTGQR L 3 1626.8577 1626.8565 -0.0012 0 -0.74 3.607 0.353 0 1 30 52 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9498 R EIVQNLLEDLTGQR L 2 1626.8577 1625.8322 -1.0255 1 -15.66 2.887 0.19 0.2 2 17 26 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9999 K GELGIYIR S 2 919.5127 919.5132 0.0005 0 0.54 2.972 0.186 0 1 12 14 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9999 K GELGIYIR S 2 919.5127 919.5141 0.0014 0 1.53 2.831 0.213 0 2 12 14 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9371 K GELGIYIR S 2 919.5127 920.4854 0.9727 -1.0034 -33.31 2.014 0.111 0.4 3 10 14 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R GSGVDYDIRRDDPYGYYDELDWNVVTEQGGDNFSR V 4 4071.7783 4073.7709 1.9926 -2.0067 -3.47 4.258 0.416 0 1 42 204 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R ILLPETWQGHPLSQDYNQDQPQIVSLR E 3 3174.6098 3174.6143 0.0045 0 1.40 5.599 0.596 0 1 39 104 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R ILLPETWQGHPLSQDYNQDQPQIVSLR E 3 3174.6098 3174.6179 0.0081 0 2.56 5.457 0.509 0 1 43 104 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R ILLPETWQGHPLSQDYNQDQPQIVSLR E 3 3174.6098 3174.6172 0.0074 0 2.33 5.325 0.51 0 1 41 104 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R ILLPETWQGHPLSQDYNQDQPQIVSLR E 3 3174.6098 3174.6143 0.0045 0 1.40 5.745 0.547 0 1 38 104 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R ILLPETWQGHPLSQDYNQDQPQIVSLREHANPLK D 5 3964.0231 3964.0298 0.0067 0 1.68 3.315 0.341 0 1 55 264 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9999 R ILLPETWQGHPLSQDYNQDQPQIVSLREHANPLK D 5 3964.0231 3966.0136 1.9905 -2.0067 -4.09 3.038 0.305 0 1 57 264 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 K IRDFLDDLPHK L 3 1367.7197 1367.7199 0.0002 0 0.13 3.462 0.264 0.1 1 22 40 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R KYNDPTQELSIVVPSPKDDPHNESAAR V 4 3006.4683 3006.4716 0.0033 0 1.10 3.769 0.285 0 1 38 156 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R KYNDPTQELSIVVPSPKDDPHNESAAR V 3 3006.4683 3006.4742 0.0059 0 1.96 4.92 0.454 0 1 34 104 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R KYNDPTQELSIVVPSPKDDPHNESAAR V 3 3006.4683 3008.4682 1.9998 -2.0067 -2.28 4.783 0.392 0 1 31 104 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R KYNDPTQELSIVVPSPKDDPHNESAAR V 4 3006.4683 3006.4719 0.0035 0 1.18 3.494 0.255 0 1 43 156 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R KYNDPTQELSIVVPSPKDDPHNESAAR V 3 3006.4683 3006.4709 0.0026 0 0.86 4.849 0.394 0 1 32 104 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9999 R KYNDPTQELSIVVPSPKDDPHNESAAR V 4 3006.4683 3006.4758 0.0075 0 2.48 3.619 0.274 0 3 41 156 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9993 R KYNDPTQELSIVVPSPKDDPHNESAAR V 4 3006.4683 3006.4731 0.0048 0 1.59 3.098 0.166 0.1 2 39 156 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9988 R KYNDPTQELSIVVPSPKDDPHNESAAR V 3 3006.4683 3008.4682 1.9998 -2.0067 -2.28 3.567 0.226 0.1 1 31 104 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9912 R KYNDPTQELSIVVPSPKDDPHNESAAR V 4 3006.4683 3007.4687 1.0004 -1.0034 -0.99 2.839 0.094 0.5 1 38 156 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 K LEEIHDLVTGNEIFQMR C 2 2043.0095 2042.9854 -0.0241 0 -11.78 3.925 0.421 0 1 18 32 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R LGGVAWDLPEPR E 2 1308.6826 1308.6853 0.0027 0 2.03 3.861 0.426 0 1 19 22 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R LGGVAWDLPEPR E 2 1308.6826 1308.6849 0.0023 0 1.75 2.991 0.454 0 1 18 22 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R LGGVAWDLPEPREEYFEK I 2 2134.0371 2134.0453 0.0081 0 3.81 4.587 0.402 0 1 21 34 2 1 1



Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R LGGVAWDLPEPREEYFEK I 3 2134.0371 2134.0437 0.0065 0 3.06 3.889 0.3 0 3 24 68 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9994 R LGGVAWDLPEPREEYFEK I 3 2134.0371 2134.0391 0.0020 0 0.92 3.543 0.185 0.1 1 27 68 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9700 R LGGVAWDLPEPREEYFEK I 3 2134.0371 2134.0385 0.0014 0 0.66 2.663 0.099 0.2 1 26 68 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R LMFNYLR L 2 955.4949 955.4949 0.0000 0 -0.02 2.277 0.332 0 1 11 12 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R LMFNYLR L 2 955.4949 955.4965 0.0016 0 1.64 2.256 0.334 0 1 11 12 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9999 R LMFNYLR L 2 955.4949 955.4966 0.0017 0 1.77 2.218 0.344 0 3 11 12 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9998 R LMFNYLR L 2 971.4949 971.4908 -0.0041 0 -4.23 2.073 0.277 0 1 11 12 2 0 2 Q5V0S1_HALMA LM[147]FNYLR
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9998 R LMFNYLR L 2 955.4949 955.4937 -0.0012 0 -1.23 2.123 0.275 0.1 2 11 12 2 0 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9998 R LMFNYLR L 2 971.4949 971.4914 -0.0036 0 -3.66 2.091 0.267 0 1 11 12 2 0 2 Q5V0S1_HALMA LM[147]FNYLR
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9997 R LMFNYLR L 2 971.4949 971.4894 -0.0055 0 -5.67 2.229 0.226 0 1 11 12 2 0 2 Q5V0S1_HALMA LM[147]FNYLR
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9997 W NVVTEQGGDNFSR V 2 1421.6535 1421.6561 0.0026 0 1.81 3.431 0.363 0 1 19 24 1 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9997 W PEDDREIQANVPR T 3 1537.7485 1537.7442 -0.0043 0 -2.80 4.231 0.323 0 1 31 48 1 1 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9991 W PEDDREIQANVPR T 3 1537.7485 1537.7486 0.0001 0 0.06 3.849 0.31 0.1 1 25 48 1 1 2 Q5V0S1_HALMA 
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R RDDPYGYYDELDWNVVTEQGGDNFSR V 3 3109.3326 3109.3364 0.0038 0 1.23 5.856 0.531 0 1 38 100 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R RDDPYGYYDELDWNVVTEQGGDNFSR V 3 3109.3326 3109.3339 0.0013 0 0.41 4.646 0.227 0 1 34 100 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R RDDPYGYYDELDWNVVTEQGGDNFSR V 3 3109.3326 3109.3310 -0.0017 0 -0.54 5.455 0.449 0 1 39 100 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R RDDPYGYYDELDWNVVTEQGGDNFSR V 3 3109.3326 3110.3482 1.0155 -1.0034 3.92 4.623 0.279 0 1 35 100 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R RILLPETWQGHPLSQDYNQDQPQIVSLR E 3 3330.7109 3330.7095 -0.0014 0 -0.43 7.12 0.566 0 1 42 108 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9874 L RPDPDKEIYR S 3 1287.6571 1287.6575 0.0004 0 0.29 2.814 0.277 0 1 19 36 1 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9999 A RVYDTADWHER E 3 1446.6640 1446.6663 0.0023 0 1.56 3.851 0.374 0 1 24 40 1 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9998 A RVYDTADWHER E 3 1446.6640 1446.6671 0.0031 0 2.13 4.125 0.332 0 1 28 40 1 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9815 R SVEGAKGELGIYIR S 3 1490.8093 1491.6682 0.8588 -1.0034 -96.93 2.277 0.252 0.3 25 20 52 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9518 R SVEGAKGELGIYIR S 3 1490.8093 1492.8082 1.9988 -2.0067 -5.27 2.613 0.142 0.9 4 20 52 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R TLRPDPDKEIYR S 2 1501.7889 1501.7887 -0.0003 0 -0.17 3.304 0.356 0 1 16 22 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R TLRPDPDKEIYR S 2 1501.7889 1501.7898 0.0008 0 0.56 3.398 0.377 0 1 15 22 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9999 R TLRPDPDKEIYR S 2 1501.7889 1501.7873 -0.0016 0 -1.06 3.153 0.343 0 1 15 22 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9995 R TLRPDPDKEIYR S 2 1501.7889 1501.7948 0.0059 0 3.90 2.691 0.305 0 1 15 22 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9992 R TLRPDPDKEIYR S 3 1501.7889 1501.7917 0.0028 0 1.87 2.366 0.252 0.1 1 30 44 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9984 R TLRPDPDKEIYR S 3 1501.7889 1501.7894 0.0005 0 0.35 2.433 0.216 0.1 1 27 44 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9481 R TLRPDPDKEIYR S 3 1501.7889 1500.7282 -1.0608 1 -40.45 2.316 0.279 0.1 1 27 44 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R VYDTADWHER E 2 1290.5629 1290.5622 -0.0007 0 -0.54 3.311 0.452 0 1 16 18 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R VYDTADWHER E 2 1290.5629 1290.5610 -0.0019 0 -1.48 3.473 0.497 0 1 16 18 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9994 R VYDTADWHEREAYDLVGIDYDDHPDLR R 4 3277.4588 3277.4489 -0.0099 0 -3.02 3.434 0.232 0.1 11 31 156 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 1 R VYDTADWHEREAYDLVGIDYDDHPDLRR I 4 3433.5599 3433.5659 0.0059 0 1.73 5.709 0.429 0 1 46 162 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9999 K YNDPTQELSIVVPSPKDDPHNESAAR V 4 2878.3733 2878.3825 0.0092 0 3.19 3.008 0.238 0.1 1 36 150 2 1 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase ndHG5 rrnAC1449 560 54.1 31 100 0.9998 K YNDPTQELSIVVPSPKDDPHNESAAR V 4 2878.3733 2878.3749 0.0016 0 0.56 3.232 0.271 0 6 33 150 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R LIDIGEGDEPTVDGGFVNYGEVDGPYTLVK G 2 3167.5186 3168.5254 1.0068 -1.0034 1.10 4.065 0.509 0 1 23 58 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R AGEYADVAGVTK G 2 1179.5771 1179.5772 0.0001 0 0.10 3.825 0.37 0 1 19 22 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R AGEYADVAGVTK G 2 1179.5771 1179.5781 0.0010 0 0.83 3.729 0.386 0 1 19 22 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R AGEYADVAGVTK G 2 1179.5771 1179.5763 -0.0009 0 -0.73 3.862 0.389 0 1 19 22 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPR E 2 1850.8996 1850.8961 -0.0035 0 -1.91 4.927 0.401 0 1 21 32 2 0 1 AGM[147]THVVLVNDEPNSPR
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPR E 3 1850.8996 1850.8949 -0.0048 0 -2.57 4.433 0.206 0 1 27 64 2 0 1 AGM[147]THVVLVNDEPNSPR
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPR E 2 1850.8996 1851.8990 0.9994 -1.0034 -2.14 3.996 0.334 0 1 17 32 2 0 1 AGM[147]THVVLVNDEPNSPR
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPR E 3 1834.8996 1834.8982 -0.0015 0 -0.79 3.409 0.281 0.1 1 27 64 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPR E 3 1834.8996 1835.9182 1.0185 -1.0034 8.28 4.278 0.346 0 1 31 64 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPR E 2 1834.8996 1834.9039 0.0043 0 2.33 5.355 0.413 0 1 21 32 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPR E 3 1834.8996 1834.8982 -0.0015 0 -0.79 3.87 0.363 0 1 29 64 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPR E 3 1834.8996 1835.8882 0.9885 -1.0034 -8.07 5.037 0.377 0 1 32 64 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 K AGMTHVVLVNDEPNSPR E 3 1834.8996 1834.8989 -0.0007 0 -0.37 3.533 0.192 0.2 1 26 64 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPREGMEETVPVTVIETPPMR A 4 3830.8641 3830.8735 0.0094 0 2.44 3.492 0.316 0.1 1 40 204 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K AGMTHVVLVNDEPNSPREGMEETVPVTVIETPPMR A 3 3830.8641 3831.8805 1.0164 -1.0034 3.40 6.401 0.517 0 1 44 136 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9992 K AGMTHVVLVNDEPNSPREGMEETVPVTVIETPPMR A 4 3830.8641 3830.8828 0.0186 0 4.86 3.942 0.131 0.1 1 40 204 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9991 K AGMTHVVLVNDEPNSPREGMEETVPVTVIETPPMR A 4 3846.8641 3846.8620 -0.0021 0 -0.55 3.426 0.256 0.3 28 36 204 2 1 1 AGMTHVVLVNDEPNSPREGMEETVPVTVIETPPM[147]R
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9980 K AGMTHVVLVNDEPNSPREGMEETVPVTVIETPPMR A 4 3862.8641 3862.8698 0.0057 0 1.47 3.16 0.14 1.1 3 37 204 2 1 1 AGM[147]THVVLVNDEPNSPREGM[147]EETVPVTVIETPPMR
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9930 K AGMTHVVLVNDEPNSPREGMEETVPVTVIETPPMR A 4 3846.8641 3846.8706 0.0064 0 1.67 3.793 0.212 0.1 91 33 204 2 1 1 AGMTHVVLVNDEPNSPREGMEETVPVTVIETPPM[147]R
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R AYEDTPYGQRPLTEVWTDEFHSELDR T 3 3153.4315 3154.4482 1.0166 -1.0034 4.22 6.627 0.522 0 1 31 100 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R AYEDTPYGQRPLTEVWTDEFHSELDR T 3 3153.4315 3154.4482 1.0166 -1.0034 4.22 6.482 0.523 0 1 33 100 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R AYEDTPYGQRPLTEVWTDEFHSELDR T 4 3153.4315 3153.4377 0.0062 0 1.96 3.431 0.292 0 3 33 150 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R AYEDTPYGQRPLTEVWTDEFHSELDR T 3 3153.4315 3154.4482 1.0166 -1.0034 4.22 6.497 0.469 0 1 29 100 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R AYEDTPYGQRPLTEVWTDEFHSELDR T 3 3153.4315 3153.4582 0.0266 0 8.45 6.071 0.447 0 1 29 100 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9997 R AYEDTPYGQRPLTEVWTDEFHSELDR T 4 3153.4315 3155.4509 2.0194 -2.0067 4.02 2.966 0.34 0 43 29 150 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9992 R AYEDTPYGQRPLTEVWTDEFHSELDR T 4 3153.4315 3153.4399 0.0084 0 2.65 3.082 0.237 0.1 32 32 150 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9674 R AYEDTPYGQRPLTEVWTDEFHSELDR T 4 3153.4315 3155.4509 2.0194 -2.0067 4.02 2.62 0.178 0.9 114 29 150 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R DAHEAGDLGDLRLITHTVPDAVPSVPK K 4 2822.4562 2822.4572 0.0010 0 0.35 3.734 0.326 0 1 43 156 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R EGMEETVPVTVIETPPMR A 2 2013.9751 2013.9789 0.0037 0 1.85 3.921 0.468 0 1 20 34 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R EGMEETVPVTVIETPPMR A 2 2029.9751 2030.9854 1.0103 -1.0034 3.44 3.92 0.395 0 1 22 34 2 0 1 EGMEETVPVTVIETPPM[147]R
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R EGMEETVPVTVIETPPMR A 2 2045.9751 2045.9686 -0.0065 0 -3.19 3.401 0.44 0 1 19 34 2 0 1 EGM[147]EETVPVTVIETPPM[147]R
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R EGMEETVPVTVIETPPMR A 2 2013.9751 2014.9654 0.9903 -1.0034 -6.47 3.224 0.421 0 1 21 34 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R EGMEETVPVTVIETPPMR A 2 2013.9751 2013.9785 0.0034 0 1.67 3.778 0.493 0 1 22 34 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 R EGMEETVPVTVIETPPMR A 3 2013.9751 2013.9856 0.0105 0 5.21 3.791 0.232 0.1 5 25 68 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 R EGMEETVPVTVIETPPMR A 2 2045.9751 2045.9654 -0.0097 0 -4.73 2.459 0.316 0.1 1 14 34 2 0 1 EGM[147]EETVPVTVIETPPM[147]R
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R FNSWPSDDGQPGVQGFAGYK A 2 2155.9599 2155.9649 0.0050 0 2.33 5.217 0.621 0 1 25 38 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9719 R FRPAVRPNDQPR L 3 1451.7746 1453.0282 1.2535 -1.0034 172.34 1.974 0.204 1 28 17 44 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R IGNLGPWNPSR V 2 1209.6254 1209.6283 0.0028 0 2.35 3.654 0.347 0 1 18 20 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R IGNLGPWNPSR V 2 1209.6254 1209.6261 0.0006 0 0.54 3.43 0.406 0 1 17 20 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R IGNLGPWNPSR V 2 1209.6254 1209.6291 0.0037 0 3.06 3.321 0.366 0 1 18 20 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R IGNLGPWNPSR V 2 1209.6254 1209.6288 0.0033 0 2.76 3.199 0.372 0 1 18 20 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 R LDHALDIVEDGGEHAMNDIFR A 4 2366.0961 2366.0978 0.0017 0 0.73 3.256 0.202 0.2 1 46 120 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 R LDHALDIVEDGGEHAMNDIFR A 4 2366.0961 2366.0961 0.0000 0 0.01 3.221 0.203 0.1 1 44 120 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9995 R LDHALDIVEDGGEHAMNDIFR A 4 2366.0961 2366.0978 0.0017 0 0.73 3.177 0.127 0.2 1 49 120 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R LIDIGEGDEPTVDGGFVNYGEVDGPYTLVK G 2 3167.5186 3169.5254 2.0068 -2.0067 0.04 4.213 0.463 0 1 20 58 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R LITHTVPDAVPSVPK K 2 1572.8875 1572.8908 0.0033 0 2.11 3.643 0.255 0 1 19 28 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R LITHTVPDAVPSVPK K 3 1572.8875 1572.8873 -0.0002 0 -0.15 3.256 0.29 0 1 23 56 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R LITHTVPDAVPSVPK K 2 1572.8875 1572.8897 0.0022 0 1.41 3.317 0.471 0 1 20 28 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R LITHTVPDAVPSVPK K 2 1572.8875 1572.8897 0.0022 0 1.41 3.071 0.445 0 1 21 28 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R LITHTVPDAVPSVPK K 2 1572.8875 1572.8878 0.0003 0 0.17 3.194 0.467 0 1 19 28 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R LITHTVPDAVPSVPK K 2 1572.8875 1572.8872 -0.0003 0 -0.22 3.406 0.509 0 1 16 28 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 R LITHTVPDAVPSVPK K 3 1572.8875 1572.8897 0.0021 0 1.36 2.524 0.296 0.1 3 25 56 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9996 R LITHTVPDAVPSVPK K 3 1572.8875 1572.8910 0.0034 0 2.18 2.842 0.198 0.1 2 22 56 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9993 R LITHTVPDAVPSVPK K 3 1572.8875 1572.8888 0.0012 0 0.78 3.261 0.147 0.1 2 27 56 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9997 D PDAAEEQIRDAHEAGDLGDLR L 3 2277.0621 2277.0644 0.0023 0 1.01 4.742 0.343 0 1 39 80 1 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9975 D PDAAEEQIRDAHEAGDLGDLR L 4 2277.0621 2277.0573 -0.0048 0 -2.11 2.845 0.286 0 1 43 120 1 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9966 D PDAAEEQIRDAHEAGDLGDLR L 3 2277.0621 2277.0518 -0.0103 0 -4.54 3.784 0.308 0 1 35 80 1 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R RIGNLGPWNPSR V 3 1365.7265 1365.7271 0.0005 0 0.40 3.864 0.231 0 1 24 44 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9943 R RIGNLGPWNPSR V 3 1365.7265 1365.7282 0.0016 0 1.21 2.689 0.1 0.4 3 21 44 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9809 R RIGNLGPWNPSR V 3 1365.7265 1365.7258 -0.0007 0 -0.54 3.087 0.059 0.4 47 16 44 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 K RLIDIGEGDEPTVDGGFVNYGEVDGPYTLVK G 3 3323.6197 3323.6299 0.0102 0 3.06 6.515 0.468 0 1 44 120 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 M THVVLVNDEPNSPR E 2 1575.8005 1576.6961 0.8956 -1.0034 -68.37 4.306 0.459 0 1 19 26 1 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9727 M THVVLVNDEPNSPR E 3 1575.8005 1575.8014 0.0009 0 0.56 3.189 0.202 0.2 2 24 52 1 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIR D 3 2048.9287 2048.9339 0.0051 0 2.51 3.449 0.258 0.1 2 29 68 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIR D 2 2048.9287 2049.9657 1.0369 -1.0034 16.40 3.792 0.377 0 1 21 34 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIR D 3 2048.9287 2048.9348 0.0061 0 2.95 4.392 0.368 0 1 30 68 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9996 R TLDVPEDHDPDAAEEQIR D 3 2048.9287 2048.9340 0.0053 0 2.60 3.841 0.128 0.1 1 30 68 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9982 R TLDVPEDHDPDAAEEQIR D 3 2048.9287 2050.0882 1.1594 -1.0034 76.18 3.248 0.177 0.1 3 27 68 2 0 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 3 3298.4974 3298.5097 0.0122 0 3.71 4.101 0.468 0 1 30 116 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 3 3298.4974 3298.5042 0.0067 0 2.05 4.174 0.488 0 1 30 116 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 3 3298.4974 3298.4972 -0.0002 0 -0.06 3.824 0.362 0 1 32 116 2 1 1



RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 4 3298.4974 3298.4987 0.0013 0 0.40 2.786 0.264 0.1 1 46 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 4 3298.4974 3298.5009 0.0035 0 1.06 2.959 0.303 0.2 1 46 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 3 3298.4974 3298.5016 0.0042 0 1.27 3.379 0.436 0 1 28 116 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 4 3298.4974 3298.5058 0.0084 0 2.54 2.997 0.239 0.1 1 44 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9994 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 4 3298.4974 3298.5063 0.0089 0 2.69 2.458 0.155 0.7 1 41 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9845 R TLDVPEDHDPDAAEEQIRDAHEAGDLGDLR L 5 3298.4974 3298.5067 0.0093 0 2.81 1.701 0.122 7.4 7 51 232 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 4 3180.4894 3180.4943 0.0049 0 1.54 6.441 0.38 0 1 48 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 5 3180.4894 3180.4949 0.0055 0 1.73 3.847 0.365 0 1 62 232 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 4 3180.4894 3180.4951 0.0056 0 1.77 6.726 0.462 0 1 47 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 3 3180.4894 3180.4997 0.0102 0 3.22 7.717 0.422 0 1 48 116 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 4 3180.4894 3180.4953 0.0059 0 1.85 5.581 0.426 0 1 44 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 5 3180.4894 3180.4958 0.0064 0 2.02 3.291 0.28 0.1 1 56 232 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 5 3180.4894 3180.4937 0.0043 0 1.35 3.691 0.417 0 1 66 232 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 4 3180.4894 3180.5019 0.0125 0 3.92 6.17 0.383 0 1 44 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 1 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 4 3196.4894 3196.4882 -0.0012 0 -0.37 5.635 0.505 0 1 49 174 2 1 1 VGGGSVSDRLDHALDIVEDGGEHAM[147]NDIFR
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9999 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 4 3180.4894 3181.4716 0.9822 -1.0034 -6.65 4.655 0.259 0.2 1 43 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9998 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 5 3180.4894 3180.5013 0.0119 0 3.75 3.316 0.194 0.6 1 52 232 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9994 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 4 3180.4894 3182.4909 2.0015 -2.0067 -1.64 4.519 0.178 0.3 1 45 174 2 1 1
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9962 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 5 3196.4894 3196.4858 -0.0036 0 -1.12 2.734 0.161 0.9 9 48 232 2 1 1 VGGGSVSDRLDHALDIVEDGGEHAM[147]NDIFR
RL3_HALMAReview 1 50S ribosomal protein L3P (Hmal3) (Hl1) rpl3p rrnAC1611 338 67.8 22 95 0.9878 R VGGGSVSDRLDHALDIVEDGGEHAMNDIFR A 5 3180.4894 3181.5136 1.0242 -1.0034 6.55 2.77 0.175 1.3 10 44 232 2 1 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9999 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9204 0.0077 0 3.79 3.365 0.248 0.1 3 25 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R AAVDLMNMDMVPTSQVPEVSALPGTVLGTDK G 2 3185.5658 3185.5721 0.0063 0 1.98 3.109 0.508 0 1 19 60 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R AAVDLMNMDMVPTSQVPEVSALPGTVLGTDK G 2 3185.5658 3185.5824 0.0165 0 5.19 3.59 0.313 0 1 16 60 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R AAVDLMNMDMVPTSQVPEVSALPGTVLGTDK G 2 3185.5658 3185.5743 0.0085 0 2.67 4.213 0.379 0 1 21 60 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R AAVDLMNMDMVPTSQVPEVSALPGTVLGTDK G 2 3185.5658 3185.5699 0.0041 0 1.29 3.365 0.542 0 1 19 60 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9921 R AAVDLMNMDMVPTSQVPEVSALPGTVLGTDK G 4 3185.5658 3185.5737 0.0079 0 2.47 3.276 0.168 0.5 63 33 180 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9282 R AAVDLMNMDMVPTSQVPEVSALPGTVLGTDK G 3 3185.5658 3185.5808 0.0150 0 4.71 3.1 0.032 2.4 36 21 120 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R DQLSFEEFPDSQGER A 2 1782.7696 1782.7727 0.0031 0 1.71 4.394 0.499 0 1 22 28 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R DQLSFEEFPDSQGER A 2 1782.7696 1782.7748 0.0051 0 2.88 4.253 0.47 0 1 23 28 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R DQLSFEEFPDSQGER A 2 1782.7696 1782.7729 0.0033 0 1.85 4.361 0.469 0 1 22 28 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R DQLSFEEFPDSQGER A 2 1782.7696 1782.7749 0.0053 0 2.95 5.167 0.47 0 1 23 28 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 2 2044.9126 2044.9148 0.0021 0 1.05 5.176 0.488 0 1 26 34 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 2 2044.9126 2044.9090 -0.0036 0 -1.76 5.866 0.527 0 1 26 34 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9282 0.0155 0 7.60 3.461 0.29 0.1 1 24 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9182 1.0055 -1.0034 1.07 3.85 0.301 0 1 34 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9282 0.0155 0 7.60 3.074 0.269 0.1 1 25 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9251 0.0125 0 6.12 3.576 0.289 0 14 21 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2046.4582 1.5455 -2.0067 -225.51 3.448 0.387 0 1 33 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9210 1.0084 -1.0034 2.48 4.116 0.32 0 1 29 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9101 -0.0025 0 -1.23 3.047 0.267 0.4 1 25 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9372 1.0245 -1.0034 10.36 3.789 0.401 0 1 28 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9282 0.0155 0 7.60 3.566 0.396 0 1 25 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8682 -0.0445 0 -21.74 3.284 0.327 0.1 1 28 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9282 0.0155 0 7.60 4.158 0.258 0 1 30 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9182 1.0055 -1.0034 1.07 4.447 0.399 0 1 33 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9282 0.0155 0 7.60 3.743 0.431 0 1 26 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2046.9082 1.9955 -2.0067 -5.45 4.034 0.439 0 1 32 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2046.4882 1.5755 -2.0067 -210.84 5.439 0.47 0 1 34 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9182 1.0055 -1.0034 1.07 3.768 0.329 0 1 29 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2046.9382 2.0255 -2.0067 9.22 4.343 0.415 0 1 27 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9282 0.0155 0 7.60 3.562 0.342 0.1 1 23 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9182 1.0055 -1.0034 1.07 4.597 0.334 0 1 27 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9182 1.0055 -1.0034 1.07 3.817 0.289 0 1 26 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 3.685 0.346 0.1 4 24 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9099 -0.0027 0 -1.32 3.884 0.403 0 1 29 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9282 0.0155 0 7.60 3.822 0.291 0 1 30 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 3.518 0.253 0 1 28 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9282 0.0155 0 7.60 3.35 0.338 0 1 26 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9342 1.0216 -1.0034 8.93 4.646 0.465 0 1 33 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2046.9382 2.0255 -2.0067 9.22 5.22 0.457 0 1 27 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 2 2044.9126 2046.9454 2.0328 -2.0067 12.78 5.201 0.328 0 1 23 34 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9182 1.0055 -1.0034 1.07 4.367 0.365 0 1 28 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTR D 2 2044.9126 2044.9200 0.0074 0 3.62 4.783 0.527 0 1 26 34 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9999 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9200 0.0074 0 3.61 3.007 0.25 0.1 1 30 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9999 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 2.974 0.242 0.4 1 23 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9999 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2045.9276 1.0150 -1.0034 5.70 3.125 0.311 0 4 23 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9999 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 3.203 0.246 0.2 5 24 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9999 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 3.421 0.234 0 1 28 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9998 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 3.59 0.176 0 1 27 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9993 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 2.963 0.227 0.3 21 21 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9992 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2046.2482 1.3355 -1.0034 162.45 2.971 0.209 0.2 1 24 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9990 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9173 0.0046 0 2.27 3.151 0.195 0.5 21 20 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9968 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 2.945 0.153 0.9 11 23 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9764 R FNEAGEATVEFDFAQNTR D 2 2044.9126 2046.0254 1.1128 -1.0034 53.53 2.807 0.074 0.4 1 19 34 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9646 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.8982 -0.0145 0 -7.07 2.401 0.107 3.8 26 20 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9589 R FNEAGEATVEFDFAQNTR D 3 2044.9126 2044.9112 -0.0014 0 -0.69 2.715 0.057 1.3 13 21 68 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTRDQLSFEEFPDSQGER A 3 3809.6717 3810.9082 1.2364 -1.0034 61.19 4.817 0.457 0 1 35 128 2 1 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTRDQLSFEEFPDSQGER A 3 3809.6717 3809.9207 0.2490 0 65.35 5.303 0.463 0 1 39 128 2 1 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTRDQLSFEEFPDSQGER A 3 3809.6717 3809.9258 0.2541 0 66.69 4.467 0.454 0 1 32 128 2 1 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTRDQLSFEEFPDSQGER A 3 3809.6717 3809.9353 0.2636 0 69.19 4.849 0.446 0 1 36 128 2 1 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R FNEAGEATVEFDFAQNTRDQLSFEEFPDSQGER A 3 3809.6717 3809.9108 0.2391 0 62.75 5.254 0.395 0 1 36 128 2 1 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9998 R FWTVTGTTAEK V 2 1239.6135 1239.6054 -0.0081 0 -6.51 2.243 0.287 0 1 18 20 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9997 R FWTVTGTTAEK V 2 1239.6135 1239.6142 0.0007 0 0.57 2.194 0.273 0.1 1 18 20 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9996 R FWTVTGTTAEK V 2 1239.6135 1239.6147 0.0012 0 0.96 2.144 0.272 0.2 1 14 20 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9985 R FWTVTGTTAEK V 1 1239.6135 1239.6170 0.0035 0 2.80 2.133 0.242 0.1 2 11 20 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9888 R FWTVTGTTAEKVDIR S 3 1722.8941 1723.8682 0.9740 -1.0034 -17.01 2.411 0.277 0.4 57 18 56 2 1 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9866 D GVYQLSVR V 2 920.5079 920.5102 0.0022 0 2.44 2.685 0.184 0.1 1 13 14 1 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R HEGYETAFLTAPSFSFASG - 2 2017.9057 2017.9125 0.0067 0 3.33 4.595 0.557 0 1 24 36 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R HEGYETAFLTAPSFSFASG - 2 2017.9057 2017.9095 0.0038 0 1.88 5.126 0.607 0 1 25 36 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R HEGYETAFLTAPSFSFASG - 2 2017.9057 2017.9375 0.0318 0 15.73 4.559 0.605 0 1 26 36 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R HEGYETAFLTAPSFSFASG - 3 2017.9057 2017.9083 0.0026 0 1.27 3.422 0.293 0 1 23 72 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R HEGYETAFLTAPSFSFASG - 2 2017.9057 2017.9088 0.0031 0 1.52 4.31 0.592 0 1 25 36 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 1 R HEGYETAFLTAPSFSFASG - 2 2017.9057 2017.9116 0.0059 0 2.91 5.224 0.604 0 1 26 36 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9999 R HEGYETAFLTAPSFSFASG - 2 2017.9057 2017.9138 0.0081 0 4.00 3.376 0.242 0.1 1 23 36 2 0 1
Q5V5H6_HALMA 1 Hypothetical protein rrnAC0158 rrnAC0158 359 35.7 10 84 0.9051 R RLGALEGRFNEAGEATVEFDFAQNTR D 3 2897.4056 2897.4922 0.0866 0 29.88 2.873 0.091 1.7 13 22 100 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.719 0.449 0 1 21 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 3 2601.2909 2601.2984 0.0075 0 2.88 6.623 0.537 0 1 31 92 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 3.576 0.436 0 1 16 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 3 2601.2909 2601.2971 0.0062 0 2.39 5.962 0.561 0 1 34 92 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.119 0.473 0 1 20 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 3.491 0.376 0 1 18 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2601.2994 0.0085 0 3.26 6.191 0.61 0 1 26 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.947 0.503 0 1 19 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1254 1.8345 -2.0067 -66.19 4.149 0.504 0 1 18 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 3.807 0.413 0 1 18 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 5.011 0.397 0 1 19 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2601.3006 0.0097 0 3.73 6.07 0.602 0 1 26 46 2 0 1



Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 3 2601.2909 2601.3082 0.0172 0 6.63 5.808 0.5 0 1 37 92 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.074 0.43 0 1 17 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.785 0.472 0 1 22 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.491 0.448 0 1 22 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.649 0.426 0 1 20 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 3 2601.2909 2601.2959 0.0049 0 1.90 6.175 0.572 0 1 39 92 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 3.751 0.447 0 1 20 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 5.048 0.413 0 1 20 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 3.966 0.314 0 1 18 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.807 0.515 0 1 18 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2601.2970 0.0060 0 2.32 5.963 0.602 0 1 27 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 5.903 0.542 0 1 26 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2601.2979 0.0070 0 2.70 5.962 0.617 0 1 26 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1254 1.8345 -2.0067 -66.19 4.177 0.418 0 1 19 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9999 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 3.265 0.354 0 1 17 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9999 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 3.26 0.345 0 1 17 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9998 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 2.974 0.326 0 1 17 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9998 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 4.77 0.143 0 1 18 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9996 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 2.581 0.345 0.1 1 15 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9990 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 2.887 0.253 0 1 17 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9988 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 3.953 0.127 0 1 16 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9419 R ALLEDADVLILDEATSDLDSNLEK Q 2 2601.2909 2603.1454 1.8545 -2.0067 -58.50 2.466 0.16 0.6 17 11 46 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEKQVQQAIER M 4 3553.7999 3554.8109 1.0110 -1.0034 2.14 5.579 0.454 0 1 41 186 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R ALLEDADVLILDEATSDLDSNLEKQVQQAIER M 4 3553.7999 3554.8109 1.0110 -1.0034 2.14 5.905 0.45 0 1 44 186 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 K GEFVGFVGQSGAGK S 2 1338.6568 1338.6604 0.0036 0 2.65 3.796 0.492 0 1 22 26 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R GIDFTVEKGEFVGFVGQSGAGK S 3 2228.1113 2228.1132 0.0019 0 0.83 4.485 0.273 0 1 32 84 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R IYTVEEGQVTETGQHGELVK K 3 2216.0961 2216.0994 0.0033 0 1.50 2.883 0.442 0 1 33 76 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R IYTVEEGQVTETGQHGELVK K 3 2216.0961 2216.1000 0.0039 0 1.75 2.769 0.444 0 1 32 76 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R IYTVEEGQVTETGQHGELVK K 2 2216.0961 2216.1053 0.0092 0 4.15 6.056 0.555 0 1 27 38 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R IYTVEEGQVTETGQHGELVKK G 3 2344.1910 2344.1956 0.0046 0 1.97 3.639 0.366 0 1 30 80 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R IYTVEEGQVTETGQHGELVKK G 4 2344.1910 2344.1940 0.0030 0 1.29 3.347 0.343 0 1 39 120 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R MDRDYAIITIAHQLSTVK N 3 2074.0881 2074.0942 0.0061 0 2.93 5.129 0.326 0 1 34 68 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R MDRDYAIITIAHQLSTVK N 3 2074.0881 2074.0922 0.0041 0 1.96 5.52 0.35 0 1 35 68 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R MDRDYAIITIAHQLSTVK N 3 2074.0881 2074.0920 0.0039 0 1.87 5.396 0.389 0 1 34 68 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R MDRDYAIITIAHQLSTVK N 3 2090.0881 2090.0872 -0.0009 0 -0.45 4.641 0.465 0 1 32 68 2 1 1 M[147]DRDYAIITIAHQLSTVK
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R MDRDYAIITIAHQLSTVK N 4 2074.0881 2074.0925 0.0044 0 2.10 3.525 0.249 0.3 1 43 102 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9995 R MDRDYAIITIAHQLSTVK N 4 2074.0881 2074.0913 0.0031 0 1.51 3.528 0.17 0.4 2 42 102 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9994 R MDRDYAIITIAHQLSTVK N 4 2074.0881 2074.0927 0.0046 0 2.22 3.45 0.136 0.5 1 36 102 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9963 R MDRDYAIITIAHQLSTVK N 4 2074.0881 2074.0942 0.0061 0 2.92 3.536 0.124 0.3 5 39 102 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 K NSDRIYTVEEGQVTETGQHGELVK K 3 2688.2991 2688.3026 0.0035 0 1.31 7.081 0.469 0 1 38 92 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9998 K NSDRIYTVEEGQVTETGQHGELVK K 4 2688.2991 2688.2993 0.0001 0 0.05 3.056 0.199 0.2 1 43 138 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9998 K NSDRIYTVEEGQVTETGQHGELVK K 4 2688.2991 2688.3041 0.0050 0 1.87 3.066 0.204 0.1 1 42 138 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 K NSDRIYTVEEGQVTETGQHGELVKK G 4 2816.3940 2816.4008 0.0068 0 2.42 3.768 0.315 0.1 1 40 144 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 K NSDRIYTVEEGQVTETGQHGELVKK G 4 2816.3940 2816.3928 -0.0013 0 -0.45 6.043 0.355 0 1 45 144 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 K NSDRIYTVEEGQVTETGQHGELVKK G 5 2816.3940 2816.3949 0.0009 0 0.31 4.259 0.24 0.1 1 45 192 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9999 K NSDRIYTVEEGQVTETGQHGELVKK G 3 2816.3940 2817.3982 1.0041 -1.0034 0.28 4.156 0.273 0 1 27 96 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R QDPFIFNDTLR Y 2 1364.6724 1364.6854 0.0130 0 9.54 2.556 0.433 0 1 15 20 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9995 R QDPFIFNDTLR Y 2 1364.6724 1364.6654 -0.0070 0 -5.11 2.189 0.248 0.3 1 14 20 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9999 K STIVSLLAR L 2 958.5811 958.5826 0.0015 0 1.56 2.842 0.251 0 2 14 16 2 0 2 Q5V396_HALMA 
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9999 K STIVSLLAR L 2 958.5811 958.5854 0.0043 0 4.51 2.773 0.239 0.1 1 14 16 2 0 2 Q5V396_HALMA 
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9974 K STIVSLLAR L 2 958.5811 958.5854 0.0043 0 4.51 2.455 0.089 0.8 1 14 16 2 0 2 Q5V396_HALMA 
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R TIQFTDELATYNEPTGSSR E 2 2128.9913 2128.9942 0.0029 0 1.37 5.203 0.501 0 1 22 36 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R TIQFTDELATYNEPTGSSR E 2 2128.9913 2128.9901 -0.0012 0 -0.58 5.44 0.401 0 1 23 36 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 K VDEFIDELPDGYDSLLGDDGVR L 2 2438.1125 2438.1202 0.0077 0 3.15 5.272 0.494 0 1 28 42 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 K VDEFIDELPDGYDSLLGDDGVR L 2 2438.1125 2438.1224 0.0099 0 4.05 5.052 0.495 0 1 25 42 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 K VDEFIDELPDGYDSLLGDDGVR L 2 2438.1125 2438.1190 0.0065 0 2.65 5.296 0.516 0 1 27 42 2 0 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R VLDSGYDVGEEVAEANELRQEAAQAGTQGIR D 3 3274.5702 3274.5822 0.0120 0 3.65 6.528 0.427 0 1 47 120 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R VLDSGYDVGEEVAEANELRQEAAQAGTQGIR D 3 3274.5702 3274.5789 0.0087 0 2.64 6.211 0.512 0 1 46 120 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R VLDSGYDVGEEVAEANELRQEAAQAGTQGIR D 3 3274.5702 3274.5807 0.0105 0 3.20 6.664 0.511 0 1 45 120 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R VLDSGYDVGEEVAEANELRQEAAQAGTQGIR D 4 3274.5702 3274.5739 0.0037 0 1.13 3.357 0.29 0.1 1 46 180 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R VLDSGYDVGEEVAEANELRQEAAQAGTQGIR D 4 3274.5702 3274.5771 0.0069 0 2.10 3.387 0.319 0.2 1 43 180 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R VLDSGYDVGEEVAEANELRQEAAQAGTQGIR D 4 3274.5702 3275.5709 1.0007 -1.0034 -0.82 3.376 0.339 0 1 44 180 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 1 R VLDSGYDVGEEVAEANELRQEAAQAGTQGIR D 3 3274.5702 3274.5774 0.0072 0 2.20 6.444 0.592 0 1 50 120 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9999 R VLDSGYDVGEEVAEANELRQEAAQAGTQGIR D 4 3274.5702 3274.5769 0.0066 0 2.02 3.749 0.228 0 1 48 180 2 1 1
Q5V1W4_HALMA 1 ABC transporter ATP-binding protein trp-7 rrnAC1570 601 36.3 17 81 0.9841 R YNLTLGNR E 2 949.4981 949.5054 0.0073 0 7.71 2.097 0.041 0.4 1 12 14 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDREIQVLGR V 2 2325.1713 2325.1786 0.0072 0 3.11 4.651 0.356 0 1 17 40 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 D AGVEQITGDQLK S 2 1257.6565 1257.6582 0.0017 0 1.31 3.977 0.361 0 1 18 22 1 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 D AGVEQITGDQLK S 2 1257.6565 1257.6573 0.0008 0 0.64 3.831 0.383 0 1 19 22 1 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 D AGVEQITGDQLK S 2 1257.6565 1257.6595 0.0030 0 2.38 3.659 0.378 0 1 18 22 1 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSK K 2 1482.6500 1482.6457 -0.0043 0 -2.90 3.626 0.404 0 1 18 22 2 0 1 DLHM[147]YTWEGTSK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 R DLHMYTWEGTSK K 3 1466.6500 1466.6565 0.0065 0 4.45 3.166 0.238 0.2 15 19 44 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 R DLHMYTWEGTSK K 3 1466.6500 1466.6515 0.0015 0 1.01 4.062 0.159 0 3 21 44 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 R DLHMYTWEGTSK K 3 1482.6500 1482.6478 -0.0022 0 -1.51 3.083 0.27 0.2 11 20 44 2 0 1 DLHM[147]YTWEGTSK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 R DLHMYTWEGTSK K 2 1466.6500 1467.8254 1.1754 -1.0034 117.32 2.961 0.342 0 1 16 22 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9998 R DLHMYTWEGTSK K 3 1482.6500 1482.6467 -0.0033 0 -2.25 3.349 0.177 0.1 3 22 44 2 0 1 DLHM[147]YTWEGTSK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9805 R DLHMYTWEGTSK K 3 1482.6500 1482.6536 0.0036 0 2.44 2.132 0.175 0.4 132 15 44 2 0 1 DLHM[147]YTWEGTSK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 2 1594.7450 1594.7466 0.0015 0 0.96 3.486 0.525 0 1 16 24 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1596.8182 2.0731 -2.0067 41.67 3.421 0.33 0 1 24 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1594.7450 -0.0001 0 -0.04 4.154 0.398 0 1 25 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1594.7477 0.0027 0 1.68 4.071 0.393 0 1 27 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1594.7444 -0.0006 0 -0.39 4.56 0.435 0 1 28 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 4 1594.7450 1596.7507 2.0057 -2.0067 -0.65 3.245 0.383 0 3 28 72 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1594.7459 0.0008 0 0.53 4.305 0.445 0 1 25 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 4 1594.7450 1596.7525 2.0075 -2.0067 0.49 2.917 0.374 0.1 4 29 72 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1610.7450 1610.7385 -0.0065 0 -4.06 3.561 0.257 0 1 25 48 2 0 1 DLHM[147]YTWEGTSKK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 2 1594.7450 1594.7447 -0.0003 0 -0.19 3.938 0.544 0 1 19 24 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 4 1594.7450 1596.7514 2.0064 -2.0067 -0.20 2.803 0.34 0.1 7 27 72 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1610.7450 1610.7412 -0.0038 0 -2.35 4.461 0.302 0 1 27 48 2 0 1 DLHM[147]YTWEGTSKK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1594.7482 0.0031 0 1.97 3.425 0.236 0 1 25 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1594.7468 0.0018 0 1.11 3.755 0.305 0 1 23 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1610.7450 1610.7394 -0.0056 0 -3.49 3.849 0.355 0 1 25 48 2 0 1 DLHM[147]YTWEGTSKK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1594.7495 0.0045 0 2.83 4.038 0.326 0 1 23 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1610.7450 1610.7412 -0.0038 0 -2.35 3.722 0.246 0.1 6 23 48 2 0 1 DLHM[147]YTWEGTSKK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 2 1594.7450 1594.7435 -0.0015 0 -0.95 3.66 0.514 0 1 19 24 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 2 1610.7450 1610.7453 0.0003 0 0.19 3.361 0.423 0 1 17 24 2 0 1 DLHM[147]YTWEGTSKK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 2 1594.7450 1594.7442 -0.0008 0 -0.49 3.396 0.534 0 1 18 24 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DLHMYTWEGTSKK E 3 1594.7450 1594.7479 0.0029 0 1.79 3.771 0.391 0 1 24 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9925 R DLHMYTWEGTSKK E 2 1594.7450 1594.7447 -0.0003 0 -0.19 2.587 0.053 0.3 1 16 24 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9904 R DLHMYTWEGTSKK E 4 1610.7450 1610.7412 -0.0039 0 -2.40 2.311 0.197 0.9 146 26 72 2 0 1 DLHM[147]YTWEGTSKK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DSYDQFIDHVVGVDGQPLVVSQEIADAGVEQITGDQLK S 3 4083.9913 4084.0373 0.0459 0 11.25 6.61 0.561 0 1 45 148 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DSYDQFIDHVVGVDGQPLVVSQEIADAGVEQITGDQLK S 3 4083.9913 4086.0082 2.0168 -2.0067 2.48 7.023 0.581 0 1 48 148 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R DSYDQFIDHVVGVDGQPLVVSQEIADAGVEQITGDQLK S 3 4083.9913 4086.0082 2.0168 -2.0067 2.48 6.689 0.6 0 1 48 148 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2819.3527 2819.3480 -0.0047 0 -1.68 4.846 0.554 0 1 25 48 2 0 1 EAAVINM[147]ILSDFGQDTFVAPNNYFK
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2803.3527 2803.3587 0.0060 0 2.15 4.595 0.632 0 1 25 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2803.3527 2803.3558 0.0031 0 1.10 4.067 0.342 0 1 24 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2803.3527 2803.3622 0.0094 0 3.36 4.172 0.374 0 1 25 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2819.3527 2819.3519 -0.0008 0 -0.29 4.967 0.612 0 1 25 48 2 0 1 EAAVINM[147]ILSDFGQDTFVAPNNYFK



Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 3 2803.3527 2804.3782 1.0254 -1.0034 7.88 3.735 0.403 0 1 28 96 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2803.3527 2803.3602 0.0075 0 2.67 4.494 0.353 0 1 24 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2803.3527 2803.3551 0.0024 0 0.84 4.822 0.658 0 1 26 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2803.3527 2803.3558 0.0031 0 1.10 4.151 0.328 0 1 24 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 3 2803.3527 2804.3482 0.9954 -1.0034 -2.82 4.33 0.333 0 1 29 96 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2803.3527 2803.3543 0.0016 0 0.58 4.897 0.625 0 1 26 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K EAAVINMILSDFGQDTFVAPNNYFK L 2 2803.3527 2803.3578 0.0050 0 1.80 4.736 0.631 0 1 26 48 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDR E 2 1529.7110 1529.7140 0.0029 0 1.92 4.197 0.471 0 1 22 26 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDR E 2 1529.7110 1529.7146 0.0035 0 2.32 4.344 0.476 0 1 21 26 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDREIQVLGR V 2 2325.1713 2325.1727 0.0014 0 0.59 4.505 0.331 0 1 17 40 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDREIQVLGR V 2 2325.1713 2325.1725 0.0011 0 0.49 4.737 0.362 0 2 15 40 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDREIQVLGR V 2 2325.1713 2325.1720 0.0006 0 0.28 4.716 0.405 0 1 16 40 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDREIQVLGR V 3 2325.1713 2325.1882 0.0168 0 7.25 4.183 0.381 0 1 34 80 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDREIQVLGR V 3 2325.1713 2325.1783 0.0070 0 3.00 4.196 0.393 0 1 34 80 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDREIQVLGR V 3 2325.1713 2325.1882 0.0168 0 7.25 3.806 0.347 0 1 34 80 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K GELTNWSELGGPDREIQVLGR V 3 2325.1713 2325.1882 0.0168 0 7.25 4.25 0.372 0 1 33 80 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K KEAAVINMILSDFGQDTFVAPNNYFK L 3 2931.4477 2931.4497 0.0019 0 0.66 4.883 0.529 0 1 32 100 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K KEAAVINMILSDFGQDTFVAPNNYFK L 3 2931.4477 2931.4594 0.0116 0 3.97 5.199 0.485 0 1 32 100 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K KEAAVINMILSDFGQDTFVAPNNYFK L 3 2931.4477 2931.4519 0.0041 0 1.41 4.702 0.403 0 1 31 100 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 K SLYKGELTNWSELGGPDR E 3 2020.9854 2020.9896 0.0042 0 2.06 3.523 0.265 0 1 25 68 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K SLYKGELTNWSELGGPDREIQVLGR V 4 2816.4457 2816.4521 0.0064 0 2.26 4.962 0.439 0 1 47 144 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K SLYKGELTNWSELGGPDREIQVLGR V 4 2816.4457 2817.4509 1.0052 -1.0034 0.65 4.293 0.406 0 1 46 144 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K SLYKGELTNWSELGGPDREIQVLGR V 3 2816.4457 2816.4495 0.0038 0 1.36 4.476 0.498 0 1 38 96 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K SLYKGELTNWSELGGPDREIQVLGR V 3 2816.4457 2816.4501 0.0044 0 1.55 4.3 0.484 0 1 37 96 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K SLYKGELTNWSELGGPDREIQVLGR V 4 2816.4457 2816.4533 0.0076 0 2.70 4.59 0.3 0 1 40 144 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K SLYKGELTNWSELGGPDREIQVLGR V 3 2816.4457 2816.4495 0.0038 0 1.36 4.276 0.455 0 1 38 96 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K SLYKGELTNWSELGGPDREIQVLGR V 4 2816.4457 2816.4560 0.0103 0 3.65 4.197 0.405 0 1 43 144 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9999 K SLYKGELTNWSELGGPDREIQVLGR V 4 2816.4457 2816.4475 0.0017 0 0.62 3.773 0.257 0.2 2 37 144 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9933 K SLYKGELTNWSELGGPDREIQVLGR V 2 2816.4457 2817.4454 0.9997 -1.0034 -1.29 3.171 0.256 0 3 14 48 2 2 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R TSFVSNVFGNPEEDTSVANR Y 2 2168.9974 2168.9967 -0.0007 0 -0.34 4.734 0.556 0 1 25 38 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R TSFVSNVFGNPEEDTSVANR Y 3 2168.9974 2169.0025 0.0051 0 2.35 4.726 0.448 0 1 30 76 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 R TSFVSNVFGNPEEDTSVANRYGQNQR L 3 2915.3434 2915.3415 -0.0019 0 -0.66 3.044 0.348 0 1 31 100 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9991 R TSFVSNVFGNPEEDTSVANRYGQNQR L 3 2915.3434 2915.3468 0.0034 0 1.17 3.463 0.201 0 1 29 100 2 1 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K VMNGQNDMGNSSGNVEDELPDR D 2 2376.9910 2377.9786 0.9876 -1.0034 -6.63 3.916 0.487 0 1 24 42 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 1 K VMNGQNDMGNSSGNVEDELPDR D 2 2376.9910 2378.9854 1.9944 -2.0067 -5.16 5.16 0.445 0 1 25 42 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9440 K VMNGQNDMGNSSGNVEDELPDR D 2 2392.9910 2394.9854 1.9944 -2.0067 -5.13 3.097 0.182 0 1 16 42 2 0 1 VM[147]NGQNDMGNSSGNVEDELPDR
Q5V0G0_HALMA 1 Phosphate ABC transporter binding yqgG rrnAC2149 384 38.8 14 79 0.9984 K VMNGQNDMGNSSGNVEDELPDRD S 2 2492.0180 2493.0265 1.0084 -1.0034 2.04 4.717 0.412 0 1 21 44 1 1 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R YMDTLQVAGNNTMPRPVTGVWSDQSSK I 3 2981.4011 2981.4041 0.0030 0 1.01 4.813 0.557 0 1 38 104 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R AAMQPDFQLTLLSVQGWLPPRPELFNSSEAQNVPVVGR Y 3 4191.1575 4192.1782 1.0206 -1.0034 4.13 5.255 0.566 0 1 34 148 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R APFVNGNAVFHR N 3 1327.6785 1327.6799 0.0013 0 1.01 3.212 0.306 0.1 1 25 44 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9994 R APFVNGNAVFHR N 3 1327.6785 1328.6645 0.9860 -1.0034 -13.08 3.157 0.172 0.3 1 28 44 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9992 R APFVNGNAVFHR N 3 1327.6785 1328.6629 0.9843 -1.0034 -14.32 2.996 0.179 0.4 1 29 44 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9969 R APFVNGNAVFHR N 3 1327.6785 1327.8082 0.1296 0 97.65 2.739 0.101 0.9 1 25 44 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9155 R APFVNGNAVFHR N 2 1327.6785 1327.6854 0.0069 0 5.22 1.948 0.115 5.2 46 13 22 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R AVGQEASSADAMATLESALAETEQT - 2 2480.1224 2481.1254 1.0030 -1.0034 -0.13 5.202 0.483 0 1 22 48 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R AVGQEASSADAMATLESALAETEQT - 2 2480.1224 2480.1278 0.0054 0 2.16 4.404 0.43 0 1 19 48 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R AVGQEASSADAMATLESALAETEQT - 3 2480.1224 2481.1282 1.0057 -1.0034 0.97 3.836 0.414 0 5 25 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R DNLFGPIGERPITVNNTEVHNALNMMR K 4 3051.5018 3051.5097 0.0079 0 2.59 2.499 0.35 0.2 3 38 156 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R DNLFGPIGERPITVNNTEVHNALNMMR K 4 3051.5018 3051.5097 0.0079 0 2.59 2.707 0.367 0 10 35 156 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R DNLFGPIGERPITVNNTEVHNALNMMR K 3 3051.5018 3051.5165 0.0147 0 4.81 7.577 0.571 0 1 44 104 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R DNLFGPIGERPITVNNTEVHNALNMMR K 3 3051.5018 3051.5090 0.0072 0 2.35 7.429 0.551 0 1 40 104 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R DNLFGPIGERPITVNNTEVHNALNMMR K 3 3051.5018 3051.5090 0.0072 0 2.35 7.576 0.585 0 1 46 104 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9999 R DNLFGPIGERPITVNNTEVHNALNMMR K 4 3051.5018 3051.5082 0.0064 0 2.11 2.715 0.288 0.1 5 36 156 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9999 R DNLFGPIGERPITVNNTEVHNALNMMR K 4 3051.5018 3051.5063 0.0045 0 1.47 2.767 0.219 0.1 1 36 156 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9998 R DNLFGPIGERPITVNNTEVHNALNMMR K 4 3051.5018 3053.4909 1.9891 -2.0067 -5.78 3.026 0.252 0.4 3 37 156 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9976 R DNLFGPIGERPITVNNTEVHNALNMMR K 4 3051.5018 3052.4953 0.9935 -1.0034 -3.23 2.796 0.147 0.5 2 36 156 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9973 R DNLFGPIGERPITVNNTEVHNALNMMR K 3 3067.5018 3068.4982 0.9963 -1.0034 -2.28 6.771 0.535 0 1 36 104 2 0 1 DNLFGPIGERPITVNNTEVHNALNM[147]MR
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9959 R DNLFGPIGERPITVNNTEVHNALNMMR K 3 3067.5018 3069.5182 2.0163 -2.0067 3.14 6.26 0.508 0 1 43 104 2 0 1 DNLFGPIGERPITVNNTEVHNALNM[147]MR
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9425 R DNLFGPIGERPITVNNTEVHNALNMMR K 4 3067.5018 3067.5041 0.0023 0 0.74 3.413 0.237 0.2 10 37 156 2 0 1 DNLFGPIGERPITVNNTEVHNALNMM[147]R
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 K FVHDEDFGGQFEGYGGGFTPTEILGWKEEDAR A 4 3589.6062 3589.6130 0.0068 0 1.88 5.747 0.43 0 1 47 186 2 1 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 K FVHDEDFGGQFEGYGGGFTPTEILGWKEEDAR A 4 3589.6062 3589.6152 0.0090 0 2.50 5.288 0.364 0 1 51 186 2 1 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 K FVHDEDFGGQFEGYGGGFTPTEILGWKEEDAR A 4 3589.6062 3591.6109 2.0047 -2.0067 -0.57 4.968 0.381 0 1 44 186 2 1 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R GQLQNLSETLPEDLLSDVSDNYFSAFTDTAR N 3 3445.6161 3445.6247 0.0085 0 2.48 5.275 0.487 0 1 34 120 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R GQLQNLSETLPEDLLSDVSDNYFSAFTDTAR N 2 3445.6161 3445.6285 0.0124 0 3.60 4.688 0.595 0 1 24 60 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R GQLQNLSETLPEDLLSDVSDNYFSAFTDTAR N 3 3445.6161 3445.6232 0.0071 0 2.05 6.474 0.443 0 1 41 120 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9999 R GQLQNLSETLPEDLLSDVSDNYFSAFTDTAR N 3 3445.6161 3446.6482 1.0320 -1.0034 8.33 3.917 0.278 0.2 3 24 120 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9995 R GQLQNLSETLPEDLLSDVSDNYFSAFTDTAR N 4 3445.6161 3445.6193 0.0032 0 0.93 3.085 0.179 3.4 4 38 180 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R KFVHDEDFGGQFEGYGGGFTPTEILGWKEEDAR A 4 3717.7012 3717.7021 0.0009 0 0.23 6.253 0.459 0 1 48 192 2 1 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R KFVHDEDFGGQFEGYGGGFTPTEILGWKEEDAR A 4 3717.7012 3718.6909 0.9897 -1.0034 -3.68 6.423 0.53 0 1 52 192 2 1 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R KFVHDEDFGGQFEGYGGGFTPTEILGWKEEDAR A 4 3717.7012 3717.7036 0.0023 0 0.63 6.771 0.452 0 1 50 192 2 1 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R KFVHDEDFGGQFEGYGGGFTPTEILGWKEEDAR A 4 3717.7012 3717.6928 -0.0084 0 -2.26 3.302 0.323 0.1 1 38 192 2 1 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2883.3632 0.9901 -1.0034 -4.59 4.076 0.355 0 1 33 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 2 2882.3731 2882.3788 0.0056 0 1.95 4.725 0.641 0 1 23 48 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2882.3796 0.0065 0 2.25 4.38 0.383 0 1 28 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 2 2882.3731 2883.3619 0.9888 -1.0034 -5.05 3.784 0.47 0 1 22 48 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2882.3752 0.0021 0 0.72 5.28 0.499 0 1 34 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2882.3778 0.0046 0 1.61 3.597 0.291 0.2 1 27 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 2 2882.3731 2882.3695 -0.0036 0 -1.26 4.947 0.621 0 1 24 48 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2883.3568 0.9837 -1.0034 -6.81 4.356 0.433 0 1 33 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2882.3823 0.0092 0 3.20 5.083 0.498 0 1 35 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2882.3770 0.0039 0 1.36 4.906 0.484 0 1 37 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 2 2882.3731 2884.3854 2.0123 -2.0067 1.95 5.265 0.567 0 1 24 48 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2883.3658 0.9927 -1.0034 -3.70 3.656 0.339 0 1 32 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2883.3647 0.9916 -1.0034 -4.08 4.038 0.34 0 1 29 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9978 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2882.3829 0.0098 0 3.39 2.996 0.167 0.8 4 23 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9968 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2883.3585 0.9854 -1.0034 -6.24 3.541 0.239 0.2 257 20 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9936 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2882.3731 2883.3623 0.9892 -1.0034 -4.91 3.137 0.165 0.4 5 24 96 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9850 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2898.3731 2898.3742 0.0011 0 0.38 2.646 0.114 0.5 5 21 96 2 0 1 LLSAGETNPDM[147]FLMDNGWTNIFIQR
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9774 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2898.3731 2898.3762 0.0031 0 1.08 3.552 0.353 0 1 24 96 2 0 1 LLSAGETNPDM[147]FLMDNGWTNIFIQR
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9483 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2898.3731 2898.3733 0.0002 0 0.07 3.082 0.184 0.3 2 23 96 2 0 1 LLSAGETNPDM[147]FLMDNGWTNIFIQR
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9325 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2898.3731 2898.3676 -0.0055 0 -1.89 2.542 0.08 0.2 37 21 96 2 0 1 LLSAGETNPDM[147]FLMDNGWTNIFIQR
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9295 R LLSAGETNPDMFLMDNGWTNIFIQR G 3 2898.3731 2898.3740 0.0009 0 0.32 2.461 0.018 3.2 1 25 96 2 0 1 LLSAGETNPDM[147]FLMDNGWTNIFIQR
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R NPSNGNLFGVPVFPDFPTMQYR K 2 2512.1896 2513.2054 1.0158 -1.0034 4.97 3.931 0.474 0 1 19 42 2 0 1 NPSNGNLFGVPVFPDFPTM[147]QYR
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R NPSNGNLFGVPVFPDFPTMQYR K 2 2496.1896 2496.1917 0.0021 0 0.85 4.997 0.427 0 1 25 42 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R NPSNGNLFGVPVFPDFPTMQYR K 2 2496.1896 2498.1854 1.9958 -2.0067 -4.36 3.712 0.341 0 1 23 42 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R NPSNGNLFGVPVFPDFPTMQYR K 2 2496.1896 2498.1854 1.9958 -2.0067 -4.36 3.647 0.398 0 1 22 42 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9999 R NPSNGNLFGVPVFPDFPTMQYR K 3 2496.1896 2496.1891 -0.0005 0 -0.21 3.136 0.244 0 1 33 84 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9990 R NPSNGNLFGVPVFPDFPTMQYR K 3 2496.1896 2497.1782 0.9886 -1.0034 -5.90 3.023 0.208 0.1 1 32 84 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R NPSNGNLFGVPVFPDFPTMQYRK D 3 2624.2846 2624.2923 0.0076 0 2.91 5.303 0.469 0 1 35 88 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R NPSNGNLFGVPVFPDFPTMQYRK D 3 2624.2846 2624.2910 0.0064 0 2.42 5.78 0.447 0 1 34 88 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9999 R NPSNGNLFGVPVFPDFPTMQYRK D 3 2624.2846 2625.2730 0.9883 -1.0034 -5.72 3.836 0.265 0 1 29 88 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 K QALHDNGLSDDIEIEFVPR D 2 2167.0545 2167.0682 0.0137 0 6.32 4.259 0.445 0 1 22 36 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 K QALHDNGLSDDIEIEFVPR D 3 2167.0545 2167.0574 0.0029 0 1.32 4.495 0.218 0 2 30 72 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 K QALHDNGLSDDIEIEFVPR D 3 2167.0545 2167.0592 0.0047 0 2.17 4.067 0.26 0 1 30 72 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 K QALHDNGLSDDIEIEFVPR D 3 2167.0545 2167.0609 0.0064 0 2.93 4.635 0.259 0.1 1 30 72 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 0.9856 K QALHDNGLSDDIEIEFVPR D 3 2167.0545 2167.0572 0.0027 0 1.24 3.666 0.025 0.2 5 26 72 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 K QALHDNGLSDDIEIEFVPRDQDTGAAR S 3 2981.4115 2981.4122 0.0007 0 0.22 3.796 0.448 0 2 22 104 2 1 1



Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R YMDTLQVAGNNTMPR P 2 1709.7865 1709.7887 0.0021 0 1.26 4.03 0.544 0 1 22 28 1 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R YMDTLQVAGNNTMPRPVTGVWSDQSSK I 3 2981.4011 2981.4089 0.0078 0 2.61 4.465 0.536 0 1 40 104 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R YMDTLQVAGNNTMPRPVTGVWSDQSSK I 3 3013.4011 3013.3769 -0.0242 0 -8.03 3.958 0.357 0 1 32 104 2 0 1 YM[147]DTLQVAGNNTM[147]PRPVTGVWSDQSSK
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R YMDTLQVAGNNTMPRPVTGVWSDQSSK I 3 2981.4011 2981.4111 0.0100 0 3.34 4.87 0.557 0 1 38 104 2 0 1
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R YMDTLQVAGNNTMPRPVTGVWSDQSSK I 3 3013.4011 3013.4079 0.0067 0 2.24 3.911 0.368 0 1 33 104 2 0 1 YM[147]DTLQVAGNNTM[147]PRPVTGVWSDQSSK
Q5V3K5_HALMA 1 Sugar ABC transporter substrate binding protein rbsB-2 rrnAC0923 509 52.7 14 79 1 R YMDTLQVAGNNTMPRPVTGVWSDQSSK I 3 2997.4011 2999.4040 2.0028 -2.0067 -1.29 4.616 0.422 0 1 34 104 2 0 1 YMDTLQVAGNNTM[147]PRPVTGVWSDQSSK
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R IIEQEHGVWR C 2 1265.6516 1265.6512 -0.0004 0 -0.32 3.424 0.427 0 1 15 18 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9999 R DHYDSSLTFR H 2 1239.5520 1239.5541 0.0020 0 1.64 2.184 0.332 0 1 14 18 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9998 R DHYDSSLTFR H 2 1239.5520 1239.5537 0.0017 0 1.34 2.137 0.309 0 1 13 18 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9451 R DHYDSSLTFR H 2 1239.5520 1239.5526 0.0006 0 0.45 1.859 0.124 0.8 20 11 18 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K DIPLTEHIQELK R 2 1434.7718 1434.7763 0.0045 0 3.15 3.607 0.455 0 1 18 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K DIPLTEHIQELKR E 2 1590.8729 1590.8727 -0.0003 0 -0.17 3.324 0.46 0 1 18 24 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K DLVVDMEHFYDQMEAVEPYFDADETPDDKLEEQR Q 3 4117.7721 4117.7814 0.0093 0 2.25 7.77 0.62 0 1 43 132 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K DLVVDMEHFYDQMEAVEPYFDADETPDDKLEEQR Q 3 4117.7721 4119.7882 2.0160 -2.0067 2.27 7.753 0.619 0 1 46 132 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K DLVVDMEHFYDQMEAVEPYFDADETPDDKLEEQR Q 3 4117.7721 4119.7882 2.0160 -2.0067 2.27 7.636 0.599 0 1 44 132 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K DLVVDMEHFYDQMEAVEPYFDADETPDDKLEEQR Q 3 4117.7721 4119.7882 2.0160 -2.0067 2.27 7.613 0.611 0 1 46 132 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R EVEEETLDDDDTITLK V 2 1863.8473 1863.8506 0.0032 0 1.74 3.929 0.509 0 1 24 30 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R EVEEETLDDDDTITLK V 2 1863.8473 1863.8512 0.0038 0 2.06 4.084 0.469 0 1 25 30 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R EVEEETLDDDDTITLK V 2 1863.8473 1863.8485 0.0012 0 0.62 4.163 0.467 0 1 21 30 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R FDDFRVPFHK G 3 1306.6458 1306.6493 0.0035 0 2.65 3.323 0.261 0 1 27 36 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9999 R FDDFRVPFHK G 3 1306.6458 1306.6474 0.0015 0 1.18 3.098 0.249 0.1 1 26 36 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9991 R FDDFRVPFHK G 2 1306.6458 1306.6480 0.0022 0 1.70 2.446 0.287 0.1 1 13 18 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1335.7220 1335.7257 0.0037 0 2.74 3.433 0.341 0 1 18 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1335.7220 1335.7221 0.0001 0 0.09 3.766 0.353 0 1 18 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1351.7220 1351.7185 -0.0035 0 -2.62 4.282 0.266 0 1 19 22 2 0 1 GM[147]TILDALIYAR
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 1 1335.7220 1335.7227 0.0007 0 0.51 2.705 0.545 0 1 11 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1351.7220 1351.7180 -0.0040 0 -2.98 3.462 0.472 0 1 19 22 2 0 1 GM[147]TILDALIYAR
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1351.7220 1351.7180 -0.0040 0 -2.98 3.874 0.386 0 1 20 22 2 0 1 GM[147]TILDALIYAR
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1335.7220 1335.7225 0.0005 0 0.36 3.283 0.388 0 1 18 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1335.7220 1335.7237 0.0017 0 1.28 3.307 0.381 0 1 18 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1351.7220 1351.7191 -0.0029 0 -2.17 3.548 0.486 0 1 19 22 2 0 1 GM[147]TILDALIYAR
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYAR D 2 1335.7220 1336.7254 1.0034 -1.0034 0.06 3.298 0.387 0 1 19 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9999 K GMTILDALIYAR D 3 1335.7220 1335.7214 -0.0006 0 -0.47 3.121 0.216 0.1 1 23 44 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9999 K GMTILDALIYAR D 2 1351.7220 1352.0654 0.3434 0 254.06 2.372 0.31 0 1 14 22 2 0 1 GM[147]TILDALIYAR
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9998 K GMTILDALIYAR D 2 1335.7220 1335.7254 0.0034 0 2.56 2.336 0.293 0 1 14 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9998 K GMTILDALIYAR D 2 1335.7220 1335.7241 0.0021 0 1.55 3.2 0.149 0.3 1 18 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9997 K GMTILDALIYAR D 2 1335.7220 1335.7254 0.0034 0 2.56 2.444 0.244 0 1 15 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9992 K GMTILDALIYAR D 2 1335.7220 1335.7248 0.0028 0 2.10 2.499 0.185 0 1 17 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9975 K GMTILDALIYAR D 2 1335.7220 1335.7232 0.0012 0 0.91 3.104 0.034 0.8 1 18 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9962 K GMTILDALIYAR D 2 1351.7220 1351.7254 0.0034 0 2.53 2.12 0.192 0.6 3 14 22 2 0 1 GM[147]TILDALIYAR
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9946 K GMTILDALIYAR D 2 1335.7220 1337.4854 1.7634 -2.0067 -182.13 2.683 0.161 0.6 1 15 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9797 K GMTILDALIYAR D 2 1335.7220 1337.4854 1.7634 -2.0067 -182.13 2.55 0.126 0.4 2 14 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9710 K GMTILDALIYAR D 2 1335.7220 1336.3454 0.6234 -1.0034 -284.43 2.374 0.146 0.5 5 12 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9617 K GMTILDALIYAR D 2 1335.7220 1336.6454 0.9234 -1.0034 -59.84 2.452 0.073 0.3 1 15 22 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9282 K GMTILDALIYAR D 3 1351.7220 1351.7182 -0.0039 0 -2.85 2.087 0.097 0.9 66 16 44 2 0 1 GM[147]TILDALIYAR
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9145 K GMTILDALIYAR D 3 1351.7220 1352.7082 0.9861 -1.0034 -12.73 2.403 0.115 0.6 74 18 44 2 0 1 GM[147]TILDALIYAR
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K GMTILDALIYARDHYDSSLTFR H 3 2557.2635 2557.2835 0.0200 0 7.82 3.903 0.336 0 1 31 84 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R IIEQEHGVWR C 2 1265.6516 1265.6522 0.0006 0 0.45 3.468 0.442 0 1 16 18 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R IIEQEHGVWR C 2 1265.6516 1265.6504 -0.0013 0 -0.99 3.425 0.431 0 1 15 18 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R IIEQEHGVWR C 2 1265.6516 1265.6527 0.0011 0 0.84 3.241 0.311 0 1 15 18 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9982 R IIEQEHGVWR C 3 1265.6516 1265.6532 0.0016 0 1.28 1.996 0.21 0.5 2 19 36 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9866 R IIEQEHGVWR C 3 1265.6516 1265.6522 0.0006 0 0.49 1.897 0.125 0.5 1 18 36 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9082 R IIEQEHGVWR C 3 1265.6516 1265.6541 0.0025 0 1.94 1.79 0.117 0.9 81 17 36 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9040 R IIEQEHGVWR C 3 1265.6516 1265.6530 0.0014 0 1.07 1.638 0.078 3 3 19 36 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R LRIIEQEHGVWR C 3 1534.8368 1534.8367 -0.0001 0 -0.09 4.141 0.22 0 1 24 44 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R LRIIEQEHGVWR C 3 1534.8368 1534.8378 0.0010 0 0.63 3.921 0.253 0 1 24 44 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9873 I PLTEHIQELKR E 3 1362.7619 1364.6727 1.9107 -2.0067 -70.42 3.23 0.266 0.3 5 21 40 1 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9983 D PVRIEPLPHQEVVK D 4 1639.9410 1639.9481 0.0070 0 4.29 4.266 0.282 0 1 36 78 1 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9982 D PVRIEPLPHQEVVK D 3 1639.9410 1639.9449 0.0039 0 2.37 3.697 0.303 0 1 25 52 1 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9977 D PVRIEPLPHQEVVK D 4 1639.9410 1639.9504 0.0094 0 5.71 3.98 0.297 0 2 33 78 1 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 R QAQEQAQREVEEETLDDDDTITLK V 3 2803.2995 2803.3033 0.0038 0 1.35 4.549 0.304 0 1 29 92 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9985 M STQIEQQETETEADEETEPEVESPGDRR R 3 3218.3971 3219.3982 1.0010 -1.0034 -0.72 3.88 0.335 0 1 33 108 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9921 M STQIEQQETETEADEETEPEVESPGDRR R 3 3218.3971 3219.3982 1.0010 -1.0034 -0.72 3.219 0.316 0 1 36 108 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9999 K TQISELEDPVR I 2 1285.6514 1285.6454 -0.0060 0 -4.65 2.894 0.207 0 1 16 20 2 0 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K TQISELEDPVRIEPLPHQEVVK D 3 2555.3595 2555.3615 0.0019 0 0.76 5.068 0.438 0 1 34 84 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K TQISELEDPVRIEPLPHQEVVK D 3 2555.3595 2555.3662 0.0067 0 2.63 5.581 0.414 0 1 36 84 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K TQISELEDPVRIEPLPHQEVVK D 3 2555.3595 2555.3660 0.0065 0 2.55 5.131 0.41 0 1 36 84 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K TQISELEDPVRIEPLPHQEVVK D 2 2555.3595 2555.3678 0.0082 0 3.23 3.749 0.358 0 1 16 42 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K TQISELEDPVRIEPLPHQEVVK D 3 2555.3595 2555.3659 0.0063 0 2.48 5.528 0.43 0 1 32 84 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9996 K TQISELEDPVRIEPLPHQEVVK D 4 2555.3595 2555.3674 0.0079 0 3.07 2.762 0.195 0.3 2 30 126 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9992 K TQISELEDPVRIEPLPHQEVVK D 4 2555.3595 2555.3659 0.0064 0 2.50 3.422 0.217 0.1 10 31 126 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9940 K TQISELEDPVRIEPLPHQEVVK D 4 2555.3595 2555.3654 0.0059 0 2.31 2.634 0.109 0.9 4 33 126 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 0.9864 K TQISELEDPVRIEPLPHQEVVK D 4 2555.3595 2555.3627 0.0032 0 1.26 2.514 0.135 0.9 19 31 126 2 1 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K VFRYDPEVEGKQEPR F 4 1847.9166 1847.9179 0.0013 0 0.70 3.927 0.313 0.2 1 38 84 2 2 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K VFRYDPEVEGKQEPR F 3 1847.9166 1847.9165 -0.0002 0 -0.09 4.228 0.361 0 1 27 56 2 2 1
Q5V347_HALMA 1 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1) sdhB rrnAC1093 295 61.4 18 78 1 K VFRYDPEVEGKQEPR F 3 1847.9166 1847.9152 -0.0014 0 -0.78 4.186 0.342 0 1 25 56 2 2 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GGMETLVLLPAGK V 2 1284.7111 1284.7118 0.0006 0 0.50 3.007 0.353 0 1 20 24 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2186.2142 0.0043 0 1.96 5.82 0.61 0 1 29 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2186.2113 0.0014 0 0.62 5.948 0.624 0 1 28 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 3 2186.2099 2186.2190 0.0091 0 4.16 6.679 0.63 0 1 41 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2186.2123 0.0023 0 1.07 5.838 0.609 0 1 28 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2186.2164 0.0065 0 2.96 5.904 0.628 0 1 29 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2187.0797 0.8698 -1.0034 -61.10 3.13 0.415 0 1 21 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 3 2186.2099 2186.2141 0.0041 0 1.90 5.139 0.565 0 1 38 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 3 2186.2099 2186.2170 0.0071 0 3.24 5.386 0.601 0 1 39 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 3 2186.2099 2186.2106 0.0007 0 0.31 4.62 0.56 0 1 36 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 3 2186.2099 2187.2182 1.0082 -1.0034 2.24 4.787 0.522 0 1 38 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 3 2186.2099 2186.2126 0.0027 0 1.23 5.674 0.57 0 1 39 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 3 2186.2099 2186.2117 0.0018 0 0.81 5.383 0.548 0 1 38 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2186.2115 0.0016 0 0.73 5.944 0.616 0 1 29 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9995 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2186.2174 0.0075 0 3.41 3.072 0.156 0.3 1 19 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9993 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2187.0780 0.8681 -1.0034 -61.89 2.744 0.296 0 2 17 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9999 D APLVPALVASGLGVAYLYR K 3 1929.1087 1930.8982 1.7894 -2.0067 -112.62 3.919 0.419 0 1 31 72 1 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9998 D APLVPALVASGLGVAYLYR K 3 1929.1087 1930.1270 1.0183 -1.0034 7.72 3.508 0.417 0 1 31 72 1 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R DIAGEGVGVEPASAASVAGLR K 2 1924.9854 1924.9885 0.0031 0 1.60 4.582 0.522 0 1 28 40 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R DIAGEGVGVEPASAASVAGLR K 2 1924.9854 1924.9935 0.0081 0 4.20 4.363 0.503 0 1 26 40 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R DIAGEGVGVEPASAASVAGLR K 2 1924.9854 1924.9912 0.0058 0 2.99 4.497 0.506 0 1 26 40 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9999 R DIAGEGVGVEPASAASVAGLRK L 3 2053.0804 2053.0827 0.0022 0 1.09 2.771 0.266 0.6 1 30 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9997 R DIAGEGVGVEPASAASVAGLRK L 3 2053.0804 2054.0782 0.9977 -1.0034 -2.73 3.361 0.231 0 1 33 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9995 R DIAGEGVGVEPASAASVAGLRK L 3 2053.0804 2053.0836 0.0032 0 1.54 3.271 0.171 0 1 30 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K DPEAAAEAGNEPEPVANSTEAVLDLIEEPSSVTETIRR Q 3 4005.9291 4006.9542 1.0251 -1.0034 5.43 5.345 0.59 0 1 40 148 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R ETGGTAVAVSDEEITEAQR D 2 1961.9178 1961.9215 0.0037 0 1.87 4.285 0.29 0 1 22 36 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R ETGGTAVAVSDEEITEAQR D 2 1961.9178 1961.9254 0.0076 0 3.89 4.116 0.516 0 1 22 36 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R ETGGTAVAVSDEEITEAQR D 2 1961.9178 1961.9216 0.0038 0 1.93 4.076 0.524 0 1 22 36 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R ETGGTAVAVSDEEITEAQR D 2 1961.9178 1961.9212 0.0034 0 1.74 4.066 0.563 0 1 25 36 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9997 R ETGGTAVAVSDEEITEAQR D 2 1961.9178 1961.9228 0.0050 0 2.55 3.185 0.179 0.4 1 18 36 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9535 R ETGGTAVAVSDEEITEAQR D 3 1961.9178 1961.9182 0.0003 0 0.18 2.133 0.122 3.2 25 21 72 2 0 1



Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R ETGGTAVAVSDEEITEAQRDIAGEGVGVEPASAASVAGLR K 3 3868.8926 3869.8882 0.9955 -1.0034 -2.02 5.918 0.57 0 1 43 156 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R ETGGTAVAVSDEEITEAQRDIAGEGVGVEPASAASVAGLR K 3 3868.8926 3870.9082 2.0155 -2.0067 2.29 6.685 0.567 0 1 48 156 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9998 R ETGGTAVAVSDEEITEAQRDIAGEGVGVEPASAASVAGLR K 4 3868.8926 3868.9089 0.0163 0 4.20 4.156 0.181 0.1 1 40 234 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R ETGGTAVAVSDEEITEAQRDIAGEGVGVEPASAASVAGLRK L 3 3996.9876 3998.0182 1.0305 -1.0034 6.80 6.742 0.548 0 1 49 160 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R ETGGTAVAVSDEEITEAQRDIAGEGVGVEPASAASVAGLRK L 4 3996.9876 3996.9980 0.0104 0 2.59 4.604 0.403 0 1 50 240 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GEAYLLNSLNPFR L 2 1492.7674 1492.7707 0.0033 0 2.21 3.31 0.294 0.1 1 18 24 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9999 R GEAYLLNSLNPFR L 2 1492.7674 1492.7654 -0.0020 0 -1.32 3.296 0.233 0 1 19 24 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GEAYLLNSLNPFRLEGQK T 3 2048.0691 2048.0725 0.0034 0 1.66 3.994 0.405 0 1 25 68 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GEAYLLNSLNPFRLEGQK T 2 2048.0691 2048.0780 0.0089 0 4.32 4.753 0.405 0 1 21 34 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GEAYLLNSLNPFRLEGQK T 3 2048.0691 2048.0714 0.0023 0 1.13 3.583 0.405 0 1 24 68 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GEAYLLNSLNPFRLEGQK T 3 2048.0691 2048.0703 0.0012 0 0.59 3.717 0.453 0 1 26 68 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GGMETLVLLPAGK V 2 1284.7111 1284.7136 0.0025 0 1.92 3.671 0.362 0 1 20 24 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GGMETLVLLPAGK V 2 1284.7111 1284.7135 0.0024 0 1.83 3.235 0.347 0 1 20 24 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R GGMETLVLLPAGK V 2 1284.7111 1284.7123 0.0011 0 0.88 3.049 0.409 0 1 20 24 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R IVLPVGNAGNTAALYK C 2 1599.8984 1599.9034 0.0050 0 3.12 3.205 0.488 0 1 23 30 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R IVLPVGNAGNTAALYK C 2 1599.8984 1599.9044 0.0060 0 3.73 2.989 0.451 0 1 22 30 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R IVLPVGNAGNTAALYK C 2 1599.8984 1599.9034 0.0050 0 3.12 2.808 0.444 0 1 20 30 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R LKDDIGVDALR V 2 1213.6666 1213.6690 0.0024 0 1.99 3.718 0.316 0 1 19 20 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R LKDDIGVDALR V 3 1213.6666 1213.6677 0.0011 0 0.87 3.806 0.251 0.2 1 28 40 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R LKDDIGVDALR V 2 1213.6666 1213.6689 0.0023 0 1.89 3.96 0.317 0 1 19 20 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R LKDDIGVDALR V 3 1213.6666 1213.6677 0.0011 0 0.87 3.769 0.227 0.3 1 27 40 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R LKDDIGVDALR V 3 1213.6666 1213.6678 0.0012 0 0.95 3.775 0.263 0.1 1 28 40 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R LKDDIGVDALR V 2 1213.6666 1213.6703 0.0036 0 3.00 3.814 0.31 0 1 19 20 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9999 R LKDDIGVDALR V 2 1213.6666 1213.6665 -0.0001 0 -0.12 3.616 0.289 0 1 19 20 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9995 R LKDDIGVDALR V 3 1213.6666 1213.6681 0.0015 0 1.25 3.397 0.163 0.2 1 27 40 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9999 K LTGVQAEGAAPMVEAIENGYEDTRR W 3 2676.2813 2676.2871 0.0057 0 2.15 3.861 0.259 0 11 24 96 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9999 K LTGVQAEGAAPMVEAIENGYEDTRR W 4 2676.2813 2677.2909 1.0096 -1.0034 2.32 3.268 0.282 0.1 3 38 144 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9888 K LTGVQAEGAAPMVEAIENGYEDTRR W 3 2676.2813 2676.2867 0.0054 0 2.01 2.752 0.115 0.7 4 23 96 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9401 K LTGVQAEGAAPMVEAIENGYEDTRR W 3 2676.2813 2677.2982 1.0168 -1.0034 5.04 2.84 0.07 0.3 2 23 96 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9973 K LTGVQAEGAAPMVEAIENGYEDTRRWDDVETR A 4 3593.6743 3593.6794 0.0051 0 1.41 3.523 0.082 0.2 1 38 186 2 1 1 LTGVQAEGAAPM[147]VEAIENGYEDTRRWDDVETR
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9934 K LTGVQAEGAAPMVEAIENGYEDTRRWDDVETR A 4 3577.6743 3577.6845 0.0102 0 2.85 3.318 0.126 1.1 8 34 186 2 1 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 K TIGLEIMEEFYADNGEYPDR I 3 2361.0471 2363.0482 2.0010 -2.0067 -2.39 4.165 0.439 0 1 26 76 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9994 R VKHEGMNPTGSFKDR G 4 1701.8257 1701.8255 -0.0002 0 -0.13 3.587 0.245 0.1 17 32 84 2 2 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9907 R VKHEGMNPTGSFKDR G 4 1701.8257 1701.8227 -0.0030 0 -1.78 3.085 0.216 0.3 142 28 84 2 2 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9901 R VKHEGMNPTGSFKDR G 4 1717.8257 1717.8177 -0.0080 0 -4.67 2.722 0.191 1.9 69 33 84 2 2 1 VKHEGM[147]NPTGSFKDR
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R YDDLPTFDEFEGSGVWR Y 2 2031.8850 2032.8854 1.0004 -1.0034 -1.44 5.37 0.565 0 1 27 32 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R YDDLPTFDEFEGSGVWR Y 2 2031.8850 2032.8854 1.0004 -1.0034 -1.44 5.532 0.584 0 1 26 32 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 0.9999 R YDDLPTFDEFEGSGVWR Y 3 2031.8850 2031.8782 -0.0069 0 -3.37 2.849 0.289 0.6 17 20 64 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R YNAALPFEEGITLPEGDTPLHEMPR L 3 2796.3429 2796.3482 0.0053 0 1.90 3.474 0.346 0 1 34 96 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R YNAALPFEEGITLPEGDTPLHEMPR L 3 2796.3429 2796.3453 0.0024 0 0.85 3.152 0.287 0 1 35 96 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R YNAALPFEEGITLPEGDTPLHEMPR L 3 2796.3429 2796.3444 0.0015 0 0.52 4.238 0.435 0 1 35 96 2 0 1
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R YNAALPFEEGITLPEGDTPLHEMPR L 3 2812.3429 2813.3482 1.0052 -1.0034 0.67 3.062 0.344 0 1 34 96 2 0 1 YNAALPFEEGITLPEGDTPLHEM[147]PR
Q5UZ58_HALMA 1 Threonine synthase thrC3 rrnAC2667 463 60.3 20 77 1 R YNAALPFEEGITLPEGDTPLHEMPR L 3 2812.3429 2812.3425 -0.0004 0 -0.15 3.792 0.381 0 1 32 96 2 0 1 YNAALPFEEGITLPEGDTPLHEM[147]PR
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9995 R GGTLSVNGHIPEPLSGADHSPR I 2 2197.0876 2197.0941 0.0065 0 2.94 3.406 0.122 0 1 20 42 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 K ADVLFTFYAPMK A 2 1401.7002 1401.7048 0.0046 0 3.27 3.64 0.416 0 1 19 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 K ADVLFTFYAPMK A 2 1401.7002 1401.7020 0.0018 0 1.27 3.499 0.435 0 1 18 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 K ADVLFTFYAPMK A 2 1401.7002 1401.7008 0.0006 0 0.40 3.779 0.218 0 1 18 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 K ADVLFTFYAPMK A 2 1401.7002 1401.7010 0.0008 0 0.57 3.482 0.465 0 1 18 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 K ADVLFTFYAPMK A 2 1417.7002 1417.7054 0.0052 0 3.68 3.236 0.458 0 1 18 22 2 0 1 ADVLFTFYAPM[147]K
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 K ADVLFTFYAPMK A 2 1417.7002 1417.6989 -0.0013 0 -0.90 3.356 0.425 0 1 18 22 2 0 1 ADVLFTFYAPM[147]K
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 K ADVLFTFYAPMK A 2 1417.7002 1417.6971 -0.0031 0 -2.19 3.786 0.448 0 1 18 22 2 0 1 ADVLFTFYAPM[147]K
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 K ADVLFTFYAPMK A 2 1417.7002 1417.6979 -0.0024 0 -1.67 3.237 0.463 0 1 18 22 2 0 1 ADVLFTFYAPM[147]K
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9999 K ADVLFTFYAPMK A 2 1401.7002 1401.7042 0.0040 0 2.84 3.595 0.17 0.1 1 18 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9998 K ADVLFTFYAPMK A 2 1401.7002 1401.7035 0.0032 0 2.31 3.577 0.128 0.2 1 18 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9994 K ADVLFTFYAPMK A 1 1401.7002 1401.6996 -0.0006 0 -0.42 2.3 0.352 0 1 13 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9993 K ADVLFTFYAPMK A 1 1401.7002 1401.7057 0.0055 0 3.93 2.092 0.348 0 1 14 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9992 K ADVLFTFYAPMK A 1 1401.7002 1401.7044 0.0042 0 2.97 1.938 0.377 0.1 1 12 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9987 K ADVLFTFYAPMK A 3 1417.7002 1417.6942 -0.0060 0 -4.22 2.591 0.22 0.5 44 17 44 2 0 1 ADVLFTFYAPM[147]K
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9968 K ADVLFTFYAPMK A 3 1417.7002 1417.6882 -0.0121 0 -8.50 2.547 0.152 0.6 6 19 44 2 0 1 ADVLFTFYAPM[147]K
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9839 K ADVLFTFYAPMK A 3 1401.7002 1401.7006 0.0004 0 0.28 2.986 0.041 0.4 7 21 44 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9830 K ADVLFTFYAPMK A 2 1417.7002 1418.7054 1.0052 -1.0034 1.32 2.28 0.149 0.2 1 14 22 2 0 1 ADVLFTFYAPM[147]K
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9828 K ADVLFTFYAPMK A 2 1401.7002 1402.8697 1.1695 -1.0034 118.54 2.302 0.207 1 10 12 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9641 K ADVLFTFYAPMK A 2 1401.7002 1402.8690 1.1688 -1.0034 118.01 2.314 0.184 0.2 22 11 22 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2198.0793 0.9917 -1.0034 -5.31 4.987 0.214 0 1 33 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2197.0947 0.0071 0 3.24 5.629 0.465 0 1 31 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 2 2197.0876 2197.0854 -0.0022 0 -0.99 4.015 0.485 0 1 21 42 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2197.0801 -0.0075 0 -3.42 4.815 0.373 0 1 31 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2197.0916 0.0040 0 1.83 5.488 0.365 0 1 34 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2197.0882 0.0005 0 0.24 5.428 0.475 0 1 34 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2198.0782 0.9905 -1.0034 -5.83 4.908 0.384 0 1 31 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2197.0869 -0.0007 0 -0.34 5.574 0.375 0 1 32 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R GGTLSVNGHIPEPLSGADHSPR I 2 2197.0876 2197.0946 0.0070 0 3.17 4.284 0.416 0 1 22 42 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9997 R GGTLSVNGHIPEPLSGADHSPR I 4 2197.0876 2198.0795 0.9919 -1.0034 -5.21 2.899 0.288 0.2 8 34 126 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9996 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2198.0742 0.9866 -1.0034 -7.64 4.798 0.153 0 2 29 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9993 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2198.0729 0.9853 -1.0034 -8.23 4.598 0.125 0 1 31 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9989 R GGTLSVNGHIPEPLSGADHSPR I 2 2197.0876 2198.0770 0.9894 -1.0034 -6.36 3.345 0.182 0 1 17 42 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9988 R GGTLSVNGHIPEPLSGADHSPR I 4 2197.0876 2197.0913 0.0036 0 1.65 2.837 0.167 0.3 7 35 126 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9986 R GGTLSVNGHIPEPLSGADHSPR I 4 2197.0876 2197.0925 0.0049 0 2.21 2.955 0.186 0.1 14 32 126 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9982 R GGTLSVNGHIPEPLSGADHSPR I 4 2197.0876 2197.0903 0.0027 0 1.21 2.447 0.081 1.2 1 37 126 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9934 R GGTLSVNGHIPEPLSGADHSPR I 4 2197.0876 2197.0861 -0.0015 0 -0.68 2.725 0.163 0.5 41 34 126 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9894 R GGTLSVNGHIPEPLSGADHSPR I 3 2197.0876 2198.0745 0.9869 -1.0034 -7.48 4.353 0.045 0 2 30 84 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9526 R GGTLSVNGHIPEPLSGADHSPR I 4 2197.0876 2198.0769 0.9892 -1.0034 -6.43 2.027 0.082 4.7 8 35 126 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9508 R GGTLSVNGHIPEPLSGADHSPR I 4 2197.0876 2197.0881 0.0005 0 0.21 2.771 0.006 2.1 8 31 126 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9252 R GGTLSVNGHIPEPLSGADHSPR I 4 2197.0876 2198.0909 1.0033 -1.0034 -0.04 2.358 0.129 0.9 57 32 126 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9984 N GHIPEPLSGADHSPR I 3 1568.7695 1568.7689 -0.0006 0 -0.41 2.234 0.387 0 1 22 56 1 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9783 N GHIPEPLSGADHSPR I 3 1568.7695 1568.7682 -0.0014 0 -0.86 2.227 0.293 0 1 27 56 1 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9713 N GHIPEPLSGADHSPR I 3 1568.7695 1568.7641 -0.0054 0 -3.44 1.976 0.312 0.2 1 25 56 1 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9994 K GYLSWLR N 2 893.4759 893.4773 0.0013 0 1.51 2.134 0.221 0.1 2 10 12 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9971 K GYLSWLR N 2 893.4759 893.4752 -0.0007 0 -0.82 2.113 0.118 0 1 10 12 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9969 K GYLSWLR N 2 893.4759 893.4763 0.0004 0 0.41 2.108 0.114 0 1 10 12 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9956 K GYLSWLR N 2 893.4759 893.4776 0.0017 0 1.85 2.185 0.122 0 5 10 12 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9985 R LFSDPLAR V 2 917.4970 917.4969 -0.0001 0 -0.11 1.897 0.26 0.2 4 11 14 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9966 R LFSDPLAR V 2 917.4970 917.5054 0.0084 0 9.18 2.029 0.267 0.2 92 9 14 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9802 R LFSDPLAR V 2 917.4970 917.4988 0.0017 0 1.88 1.869 0.161 0.2 19 10 14 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2353.1926 0.0039 0 1.64 4.505 0.248 0 1 43 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 2 2353.1887 2354.2254 1.0367 -1.0034 14.18 3.094 0.395 0 1 16 44 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2353.1879 -0.0008 0 -0.33 5.312 0.295 0 1 49 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2353.1926 0.0039 0 1.64 4.848 0.393 0 1 46 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2353.1904 0.0017 0 0.70 4.821 0.304 0 1 48 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2354.1762 0.9875 -1.0034 -6.74 4.974 0.267 0 1 46 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2354.1789 0.9902 -1.0034 -5.60 4.327 0.269 0 1 48 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 3 2353.1887 2353.2028 0.0141 0 5.97 4.44 0.227 0 4 30 88 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 3 2353.1887 2353.1909 0.0022 0 0.92 4.638 0.257 0 1 34 88 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2353.1931 0.0043 0 1.84 5.016 0.355 0 1 45 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2353.1899 0.0012 0 0.50 4.89 0.363 0 1 44 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9999 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2354.1813 0.9926 -1.0034 -4.56 4.918 0.249 0 1 45 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9998 R RGGTLSVNGHIPEPLSGADHSPR I 3 2353.1887 2353.1940 0.0053 0 2.24 3.998 0.192 0.1 3 33 88 2 0 1



Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9997 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2354.1794 0.9907 -1.0034 -5.39 4.046 0.189 0 1 45 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9993 R RGGTLSVNGHIPEPLSGADHSPR I 3 2353.1887 2354.1762 0.9874 -1.0034 -6.76 3.719 0.179 0.2 1 33 88 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9979 R RGGTLSVNGHIPEPLSGADHSPR I 4 2353.1887 2354.1709 0.9822 -1.0034 -9.00 3.821 0.264 0.1 54 34 132 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9794 R RGGTLSVNGHIPEPLSGADHSPR I 3 2353.1887 2354.1745 0.9858 -1.0034 -7.46 3.545 0.066 0.1 2 32 88 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9488 R RGGTLSVNGHIPEPLSGADHSPR I 5 2353.1887 2353.1939 0.0052 0 2.20 3.139 0.104 0.6 50 44 176 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 0.9045 R RGGTLSVNGHIPEPLSGADHSPR I 3 2353.1887 2354.1756 0.9869 -1.0034 -6.99 3.199 0.047 1.5 12 27 88 2 0 1
Q5V2Z7_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA3 rrnAC1154 562 12.8 8 76 1 R TAEPTYDEFAFEGVAGTVGEMR L 2 2376.0580 2376.0589 0.0009 0 0.38 5.387 0.582 0 1 29 42 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R ALQANIQFLGR I 2 1229.6880 1229.6887 0.0007 0 0.55 3.077 0.309 0 1 17 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R ALQANIQFLGR I 2 1229.6880 1229.6902 0.0021 0 1.74 3.163 0.348 0 1 17 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R ALQANIQFLGR I 2 1229.6880 1229.6854 -0.0026 0 -2.09 2.644 0.395 0 1 17 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R ALQANIQFLGR I 2 1229.6880 1229.6894 0.0014 0 1.14 3.13 0.361 0 1 17 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R ALQANIQFLGR I 2 1229.6880 1229.6905 0.0025 0 2.03 2.608 0.378 0 1 16 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R ALQANIQFLGR I 2 1229.6880 1229.6880 -0.0001 0 -0.05 3.15 0.386 0 1 17 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9999 R ALQANIQFLGR I 2 1229.6880 1229.6854 -0.0026 0 -2.09 2.563 0.272 0 1 17 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9999 R ALQANIQFLGR I 2 1229.6880 1230.0054 0.3174 0 258.13 2.51 0.318 0 1 15 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9999 R ALQANIQFLGR I 2 1229.6880 1229.6858 -0.0023 0 -1.84 2.485 0.298 0 1 16 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9999 R ALQANIQFLGR I 2 1229.6880 1229.6854 -0.0026 0 -2.09 2.288 0.347 0.1 3 13 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9999 R ALQANIQFLGR I 2 1229.6880 1230.0054 0.3174 0 258.13 2.681 0.26 0 1 15 20 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9621 Y ANGQPTGGLFYFLAPIQSR G 2 2036.0479 2037.6454 1.5975 -2.0067 -200.97 3.197 0.305 0.2 6 14 36 1 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9982 K DTAEPLLVR M 2 1012.5553 1012.5561 0.0007 0 0.73 2.279 0.143 0.2 1 14 16 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R GDWMWWLEGTAQPVWQILTR V 3 2488.2048 2488.2123 0.0075 0 3.01 4.096 0.267 0 1 32 76 2 0 1 GDWM[147]WWLEGTAQPVWQILTR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1486.8945 1486.8960 0.0014 0 0.97 3.855 0.461 0 1 21 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1486.8945 1486.8983 0.0038 0 2.53 3.409 0.44 0 1 19 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1502.8945 1503.9054 1.0109 -1.0034 5.04 4.02 0.467 0 1 20 24 2 0 1 LIYASVLPM[147]ILVR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1486.8945 1486.8965 0.0019 0 1.30 3.646 0.468 0 1 22 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 3 1486.8945 1488.8782 1.9836 -2.0067 -15.50 3.62 0.335 0.1 1 26 48 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1502.8945 1502.8949 0.0003 0 0.23 3.847 0.419 0 1 20 24 2 0 1 LIYASVLPM[147]ILVR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1486.8945 1486.8957 0.0012 0 0.81 4.532 0.475 0 1 22 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1486.8945 1486.8947 0.0002 0 0.15 3.742 0.213 0.4 1 21 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1502.8945 1502.8945 0.0000 0 -0.01 4.053 0.447 0 1 20 24 2 0 1 LIYASVLPM[147]ILVR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1486.8945 1486.8950 0.0005 0 0.32 3.823 0.195 0.2 1 20 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 3 1486.8945 1486.8946 0.0000 0 0.02 3.931 0.287 0 1 28 48 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1502.8945 1503.8854 0.9909 -1.0034 -8.27 3.982 0.383 0 1 21 24 2 0 1 LIYASVLPM[147]ILVR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1486.8945 1486.8965 0.0019 0 1.30 3.833 0.209 0.1 1 20 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 3 1486.8945 1486.8957 0.0011 0 0.76 4.402 0.343 0 1 30 48 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 2 1486.8945 1486.8950 0.0005 0 0.32 3.733 0.46 0 1 21 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 K LIYASVLPMILVR A 3 1502.8945 1503.8782 0.9836 -1.0034 -13.11 3.793 0.371 0.1 2 25 48 2 0 1 LIYASVLPM[147]ILVR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9963 K LIYASVLPMILVR A 3 1486.8945 1486.8982 0.0036 0 2.45 2.479 0.125 0.8 1 24 48 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9890 K LIYASVLPMILVR A 3 1486.8945 1486.8956 0.0010 0 0.70 2.392 0.087 1.2 1 26 48 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 3 1747.9304 1748.9482 1.0177 -1.0034 8.24 4.346 0.404 0 1 26 56 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 3 1763.9304 1763.9276 -0.0028 0 -1.58 3.858 0.387 0 1 28 56 2 0 1 M[147]PAVQRPEGHVPFKR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 3 1747.9304 1747.9292 -0.0013 0 -0.72 4.343 0.418 0 1 27 56 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 3 1763.9304 1763.9284 -0.0021 0 -1.17 4.019 0.417 0 1 26 56 2 0 1 M[147]PAVQRPEGHVPFKR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 3 1763.9304 1763.9254 -0.0050 0 -2.83 3.744 0.363 0 1 27 56 2 0 1 M[147]PAVQRPEGHVPFKR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 3 1747.9304 1747.9306 0.0002 0 0.11 3.864 0.361 0 1 27 56 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 3 1747.9304 1748.9482 1.0177 -1.0034 8.24 4.287 0.429 0 1 28 56 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 4 1763.9304 1763.9293 -0.0012 0 -0.65 3.143 0.224 0.1 1 34 84 2 0 1 M[147]PAVQRPEGHVPFKR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 1 R MPAVQRPEGHVPFKR K 3 1763.9304 1763.9260 -0.0044 0 -2.52 3.537 0.303 0 2 25 56 2 0 1 M[147]PAVQRPEGHVPFKR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9998 R MPAVQRPEGHVPFKR K 4 1747.9304 1747.9315 0.0010 0 0.60 2.033 0.214 0.6 2 37 84 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9997 R MPAVQRPEGHVPFKR K 2 1747.9304 1748.9388 1.0084 -1.0034 2.89 3.071 0.331 0 5 11 28 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9995 R MPAVQRPEGHVPFKR K 4 1747.9304 1747.9317 0.0013 0 0.74 2.038 0.142 0.7 1 39 84 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9982 R MPAVQRPEGHVPFKR K 4 1763.9304 1763.9259 -0.0046 0 -2.59 2.482 0.077 1 1 34 84 2 0 1 M[147]PAVQRPEGHVPFKR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9845 R MPAVQRPEGHVPFKR K 4 1747.9304 1747.9333 0.0029 0 1.64 1.56 0.03 1.2 2 37 84 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9989 M PAVQRPEGHVPFK R 3 1460.7888 1461.6982 0.9093 -1.0034 -64.35 3.456 0.323 0 1 27 48 1 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9999 K QIHNSGMQIPGFR Q 2 1483.7354 1483.7369 0.0015 0 1.00 2.329 0.353 0 1 16 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9999 K QIHNSGMQIPGFR Q 2 1483.7354 1483.7373 0.0019 0 1.25 2.388 0.319 0.1 1 15 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9998 K QIHNSGMQIPGFR Q 3 1499.7354 1499.7323 -0.0032 0 -2.11 3.355 0.17 0.2 1 26 48 2 0 1 QIHNSGM[147]QIPGFR



SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9995 K QIHNSGMQIPGFR Q 2 1483.7354 1483.7395 0.0041 0 2.73 2.12 0.279 0.1 1 15 24 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9994 K QIHNSGMQIPGFR Q 3 1499.7354 1499.7311 -0.0044 0 -2.90 2.895 0.181 0.9 3 21 48 2 0 1 QIHNSGM[147]QIPGFR

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9993 K QIHNSGMQIPGFR Q 3 1483.7354 1483.7353 -0.0001 0 -0.05 3.073 0.171 0.3 6 23 48 2 0 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9968 V RMPAVQRPEGHVPFK R 4 1763.9304 1763.9300 -0.0004 0 -0.24 3.182 0.267 0.1 1 34 84 1 1 1 RM[147]PAVQRPEGHVPFK

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9917 V RMPAVQRPEGHVPFK R 4 1747.9304 1747.9338 0.0034 0 1.92 3.034 0.228 1.4 1 37 84 1 1 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9987 M SWKDTAEPLLVR M 2 1413.7616 1413.7625 0.0009 0 0.65 3.638 0.381 0 1 18 22 2 1 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9983 M SWKDTAEPLLVR M 2 1413.7616 1413.7622 0.0006 0 0.39 3.568 0.373 0 1 19 22 2 1 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9981 M SWKDTAEPLLVR M 2 1413.7616 1413.7645 0.0029 0 2.03 3.525 0.373 0 1 18 22 2 1 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9981 M SWKDTAEPLLVR M 2 1413.7616 1413.7623 0.0007 0 0.48 3.591 0.364 0 1 19 22 2 1 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9699 M SWKDTAEPLLVR M 3 1413.7616 1413.7609 -0.0007 0 -0.48 3.054 0.238 0.1 1 27 44 2 1 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9556 M SWKDTAEPLLVR M 2 1413.7616 1413.7622 0.0006 0 0.39 3.596 0.184 0.2 1 19 22 2 1 1

SECY_HALMAReview 1 Preprotein translocase subunit secY (Protein transport protein SEC61subunit
alpha homolog) secY rrnAC1589 487 21.1 11 75 0.9996 A VQRPEGHVPFK R 3 1292.6989 1292.7082 0.0092 0 7.15 4.028 0.293 0 5 22 40 1 0 1

Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K DLFTFLAFGAR V 2 1256.6553 1256.6654 0.0101 0 8.06 3.15 0.385 0 1 16 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R AADWTPTDDVIDR L 2 1473.6736 1473.6854 0.0118 0 8.02 3.17 0.369 0 3 16 24 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9998 R AADWTPTDDVIDRLR S 2 1742.8587 1742.8608 0.0021 0 1.20 3.261 0.304 0.2 1 18 28 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9997 R AADWTPTDDVIDRLR S 2 1742.8587 1742.8608 0.0021 0 1.20 3.055 0.319 0.1 1 18 28 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9997 R AADWTPTDDVIDRLR S 2 1742.8587 1742.8614 0.0027 0 1.55 3.192 0.301 0 1 17 28 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9997 R AADWTPTDDVIDRLR S 2 1742.8587 1742.8604 0.0017 0 0.99 3.371 0.286 0.1 1 18 28 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9835 R AADWTPTDDVIDRLR S 3 1742.8587 1742.8641 0.0054 0 3.08 2.197 0.162 0.1 1 28 56 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9783 R AADWTPTDDVIDRLR S 3 1742.8587 1742.8623 0.0035 0 2.03 2.145 0.156 0.3 1 28 56 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9503 R AADWTPTDDVIDRLR S 3 1742.8587 1742.8604 0.0017 0 0.98 1.958 0.141 0.4 1 28 56 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9028 R AADWTPTDDVIDRLR S 3 1742.8587 1742.8643 0.0056 0 3.19 1.896 0.115 0.5 1 28 56 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K DLFTFLAFGAR V 2 1256.6553 1256.6574 0.0021 0 1.69 3.239 0.486 0 1 16 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K DLFTFLAFGAR V 2 1256.6553 1256.6563 0.0010 0 0.81 3.423 0.427 0 1 16 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K DLFTFLAFGAR V 2 1256.6553 1256.6593 0.0040 0 3.14 3.038 0.342 0 1 16 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K DLFTFLAFGAR V 2 1256.6553 1256.6572 0.0019 0 1.49 3.155 0.478 0 1 16 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K DLFTFLAFGAR V 2 1256.6553 1256.6565 0.0011 0 0.91 2.894 0.417 0 1 15 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9999 K DLFTFLAFGAR V 2 1256.6553 1256.6654 0.0101 0 8.06 2.409 0.315 0.3 1 14 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9996 K DLFTFLAFGAR V 2 1256.6553 1257.9854 1.3301 -1.0034 260.03 2.708 0.277 0 1 14 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9991 K DLFTFLAFGAR V 2 1256.6553 1256.6454 -0.0099 0 -7.86 2.26 0.227 0.1 2 14 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9991 K DLFTFLAFGAR V 2 1256.6553 1256.6550 -0.0003 0 -0.26 3.044 0.083 0.3 1 15 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9938 K DLFTFLAFGAR V 2 1256.6553 1256.6572 0.0019 0 1.49 2.853 0.004 0.9 1 16 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9894 K DLFTFLAFGAR V 2 1256.6553 1257.6654 1.0101 -1.0034 5.39 2.222 0.177 0.2 1 14 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9567 K DLFTFLAFGAR V 2 1256.6553 1256.5454 -0.1099 0 -87.44 1.865 0.124 5.9 9 12 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9222 K DLFTFLAFGAR V 2 1256.6553 1258.6254 1.9701 -2.0067 -29.11 1.992 0.149 1.2 3 13 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9437 R FHPVGTLVSGK D 2 1140.6291 1140.6288 -0.0004 0 -0.32 1.653 0.171 0.3 15 12 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9374 R FHPVGTLVSGK D 2 1140.6291 1140.6303 0.0012 0 1.07 1.462 0.141 0.2 1 16 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GPALQVGEQEWVDAAK S 2 1696.8420 1696.8482 0.0062 0 3.66 5.56 0.551 0 1 24 30 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GPALQVGEQEWVDAAK S 2 1696.8420 1696.8468 0.0048 0 2.80 4.34 0.575 0 1 24 30 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GPALQVGEQEWVDAAK S 2 1696.8420 1696.8486 0.0066 0 3.88 3.884 0.536 0 1 24 30 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GPALQVGEQEWVDAAK S 2 1696.8420 1696.8458 0.0038 0 2.22 5.423 0.484 0 1 24 30 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GPALQVGEQEWVDAAK S 2 1696.8420 1696.8474 0.0054 0 3.16 4.248 0.303 0 1 22 30 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GPALQVGEQEWVDAAK S 2 1696.8420 1696.8460 0.0040 0 2.37 5.024 0.571 0 1 24 30 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GSGDSNVGIWSYDDFGR F 2 1830.7809 1830.7842 0.0032 0 1.76 5.047 0.561 0 1 22 32 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GSGDSNVGIWSYDDFGR F 2 1830.7809 1830.7857 0.0048 0 2.63 4.797 0.533 0 1 22 32 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GSGDSNVGIWSYDDFGR F 2 1830.7809 1830.7837 0.0027 0 1.50 3.322 0.277 0 1 19 32 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9939 R GSGDSNVGIWSYDDFGRFHPVGTLVSGK D 4 2953.3995 2953.4042 0.0047 0 1.60 2.907 0.08 0.3 2 41 162 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9913 R GSGDSNVGIWSYDDFGRFHPVGTLVSGK D 4 2953.3995 2953.4091 0.0096 0 3.25 2.773 0.093 0.2 4 34 162 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9803 R GSGDSNVGIWSYDDFGRFHPVGTLVSGK D 4 2953.3995 2953.4038 0.0042 0 1.43 2.647 0.107 0.2 14 33 162 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GYYDGSAWQGTFLGLEPK Y 2 1987.9316 1987.9345 0.0029 0 1.47 4.767 0.48 0 1 21 34 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GYYDGSAWQGTFLGLEPK Y 2 1987.9316 1987.9327 0.0011 0 0.55 4.841 0.383 0 1 24 34 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GYYDGSAWQGTFLGLEPK Y 2 1987.9316 1987.9354 0.0038 0 1.90 4.942 0.486 0 1 23 34 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 R GYYDGSAWQGTFLGLEPK Y 2 1987.9316 1987.9331 0.0015 0 0.73 5.491 0.435 0 1 24 34 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 - MMETELTEDIDQPLR D 2 1819.8332 1819.8377 0.0045 0 2.48 4.232 0.559 0 1 23 28 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 - MMETELTEDIDQPLRDR L 3 2122.9612 2122.9550 -0.0062 0 -2.94 3.484 0.349 0 1 27 64 2 1 1 M[147]M[147]ETELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 - MMETELTEDIDQPLRDR L 3 2122.9612 2122.9517 -0.0095 0 -4.49 3.382 0.299 0 1 25 64 2 1 1 M[147]M[147]ETELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 - MMETELTEDIDQPLRDR L 3 2122.9612 2122.9541 -0.0072 0 -3.37 3.464 0.386 0 1 25 64 2 1 1 M[147]M[147]ETELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9999 - MMETELTEDIDQPLRDR L 3 2122.9612 2122.9486 -0.0127 0 -5.96 2.992 0.314 0 1 27 64 2 1 1 M[147]M[147]ETELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9999 - MMETELTEDIDQPLRDR L 3 2090.9612 2090.9637 0.0025 0 1.19 3.46 0.247 0 1 28 64 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9998 - MMETELTEDIDQPLRDR L 2 2090.9612 2090.9608 -0.0004 0 -0.21 3.382 0.301 0 1 16 32 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9996 - MMETELTEDIDQPLRDR L 2 2090.9612 2090.9630 0.0018 0 0.84 3.332 0.264 0 1 16 32 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9994 - MMETELTEDIDQPLRDR L 2 2090.9612 2090.9693 0.0081 0 3.88 3.236 0.252 0.1 1 15 32 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9990 - MMETELTEDIDQPLRDR L 3 2090.9612 2090.9754 0.0142 0 6.79 3.031 0.215 0.1 2 24 64 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9985 - MMETELTEDIDQPLRDR L 3 2090.9612 2090.9630 0.0017 0 0.84 3.311 0.165 0 1 28 64 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9936 - MMETELTEDIDQPLRDR L 3 2090.9612 2090.9619 0.0007 0 0.31 3.249 0.113 0.3 1 27 64 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9907 - MMETELTEDIDQPLRDR L 2 2122.9612 2122.9525 -0.0087 0 -4.11 2.043 0.273 0.1 1 17 32 2 1 1 M[147]M[147]ETELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9867 - MMETELTEDIDQPLRDR L 3 2090.9612 2093.0090 2.0478 -2.0067 19.64 2.928 0.155 0.4 1 23 64 2 1 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9630 - MMETELTEDIDQPLRDR L 3 2106.9612 2106.9618 0.0006 0 0.28 3.804 0.356 0 1 27 64 2 1 1 M[147]METELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9570 - MMETELTEDIDQPLRDR L 3 2106.9612 2106.9587 -0.0025 0 -1.20 3.695 0.374 0 1 25 64 2 1 1 MM[147]ETELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9316 - MMETELTEDIDQPLRDR L 3 2106.9612 2106.9593 -0.0020 0 -0.94 3.365 0.371 0 1 26 64 2 1 1 M[147]METELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9249 - MMETELTEDIDQPLRDR L 3 2106.9612 2106.9611 -0.0001 0 -0.07 3.299 0.334 0 1 25 64 2 1 1 M[147]METELTEDIDQPLRDR
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K SYGQRPTVIMR K 2 1306.6816 1306.6803 -0.0014 0 -1.03 2.802 0.329 0 1 13 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K SYGQRPTVIMR K 2 1306.6816 1306.6819 0.0002 0 0.18 3.382 0.397 0 1 15 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K SYGQRPTVIMR K 2 1306.6816 1306.6798 -0.0018 0 -1.41 3.228 0.405 0 1 14 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 1 K SYGQRPTVIMR K 2 1306.6816 1306.6822 0.0006 0 0.46 3.233 0.391 0 1 13 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9994 K SYGQRPTVIMR K 2 1306.6816 1306.6819 0.0002 0 0.18 2.809 0.141 0.2 1 14 20 2 0 1
Q5UXL3_HALMA 1 Oligopeptide ABC transporter permease protein oppC rrnAC3297 486 28.8 12 73 0.9726 K SYGQRPTVIMR K 3 1306.6816 1306.6860 0.0044 0 3.35 1.663 0.178 0.2 13 20 40 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R GGDMGMIFQDPMTSLNPAITVGEQVAESLR L 3 3163.4988 3163.4961 -0.0027 0 -0.86 5.42 0.557 0 1 43 116 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R ADDLLDKYIGREPESVK A 4 1946.9949 1946.9971 0.0022 0 1.14 3.016 0.264 0 1 37 96 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R ADDLLDKYIGREPESVK A 3 1946.9949 1946.9981 0.0032 0 1.65 4.238 0.241 0 1 27 64 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9999 R ADDLLDKYIGREPESVK A 3 1946.9949 1947.0001 0.0052 0 2.68 3.578 0.251 0.1 1 26 64 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9998 R ADDLLDKYIGREPESVK A 3 1946.9949 1946.9957 0.0008 0 0.42 3.919 0.195 0.1 1 28 64 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9998 R ADDLLDKYIGREPESVK A 4 1946.9949 1946.9964 0.0015 0 0.76 2.925 0.253 0.1 4 36 96 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9992 R ADDLLDKYIGREPESVK A 4 1946.9949 1946.9971 0.0022 0 1.14 2.761 0.175 0.1 3 36 96 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9812 R ADDLLDKYIGREPESVK A 4 1946.9949 1946.9943 -0.0006 0 -0.30 2.659 0.057 0.2 4 34 96 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9982 R ALMSAIPEPDPTVEADRILLK G 2 2278.2242 2280.3054 2.0812 -2.0067 32.71 3.709 0.253 0 1 17 40 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9999 K AVDGIDLTVR E 2 1057.5768 1057.5782 0.0014 0 1.32 2.825 0.206 0 1 16 18 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R DLLTLSDLR T 2 1044.5815 1044.5838 0.0023 0 2.21 2.831 0.255 0 1 14 16 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R DLLTLSDLR T 2 1044.5815 1044.5844 0.0029 0 2.80 2.962 0.255 0 1 14 16 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R DLQMIFQDPMSSLDPR M 2 1891.8808 1891.8846 0.0038 0 2.00 3.966 0.467 0 1 21 30 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R DLQMIFQDPMSSLDPR M 2 1891.8808 1891.8846 0.0038 0 2.00 3.401 0.375 0 1 21 30 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R DLQMIFQDPMSSLDPR M 2 1891.8808 1891.8869 0.0061 0 3.23 3.809 0.518 0 1 22 30 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R DLQMIFQDPMSSLDPR M 2 1891.8808 1891.8847 0.0039 0 2.07 4.18 0.529 0 1 22 30 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9998 R DLQMIFQDPMSSLDPR M 2 1891.8808 1891.8851 0.0043 0 2.26 4.325 0.082 0 1 21 30 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9994 R FGALGTVTR L 2 920.5079 920.5087 0.0008 0 0.85 2.402 0.18 0.2 1 15 16 2 0 1



Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9990 R FGALGTVTR L 2 920.5079 920.5054 -0.0025 0 -2.69 2.434 0.147 0.1 1 16 16 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9940 R FGALGTVTR L 2 920.5079 920.5100 0.0021 0 2.24 1.973 0.138 1.3 1 14 16 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R GGDMGMIFQDPMTSLNPAITVGEQVAESLR L 3 3163.4988 3163.4892 -0.0097 0 -3.06 4.994 0.515 0 1 42 116 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R GGDMGMIFQDPMTSLNPAITVGEQVAESLR L 3 3163.4988 3163.5020 0.0032 0 1.00 4.007 0.337 0.1 6 25 116 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9997 R GGDMGMIFQDPMTSLNPAITVGEQVAESLR L 3 3163.4988 3163.4987 -0.0001 0 -0.05 3.611 0.173 0.3 1 33 116 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9943 R GGDMGMIFQDPMTSLNPAITVGEQVAESLR L 3 3179.4988 3179.5043 0.0055 0 1.72 4.745 0.389 0 1 31 116 2 0 1 GGDMGMIFQDPM[147]TSLNPAITVGEQVAESLR
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R LLEPTDGKVVFAGQDLSELDK S 3 2273.1791 2273.1855 0.0064 0 2.81 3.646 0.389 0 3 27 80 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R LLEPTDGKVVFAGQDLSELDKSGLR E 4 2686.4177 2686.4196 0.0019 0 0.71 3.825 0.364 0 1 50 144 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R LLEPTDGKVVFAGQDLSELDKSGLR E 3 2686.4177 2688.4282 2.0104 -2.0067 1.39 5.007 0.523 0 1 36 96 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9697 R LPASLETTADDRTLAK Q 3 1700.8945 1700.8882 -0.0064 0 -3.74 2.337 0.181 0.3 23 21 60 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 - MRDLLTLSDLR T 3 1331.7231 1331.7230 -0.0001 0 -0.08 3.893 0.218 0.2 1 29 40 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9963 - MRDLLTLSDLR T 3 1331.7231 1331.7257 0.0025 0 1.91 3.093 0.126 1 2 23 40 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R MTVGQTIMEPLKIHDLPEDTGDGSR R 3 2739.3207 2739.3409 0.0202 0 7.37 4.282 0.345 0 1 29 96 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R MTVGQTIMEPLKIHDLPEDTGDGSRR E 5 2895.4219 2895.4205 -0.0015 0 -0.50 2.719 0.348 0.1 1 55 200 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9999 R MTVGQTIMEPLKIHDLPEDTGDGSRR E 5 2911.4219 2911.4205 -0.0014 0 -0.48 2.636 0.275 0.6 2 51 200 2 1 1 MTVGQTIM[147]EPLKIHDLPEDTGDGSRR
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9997 R MTVGQTIMEPLKIHDLPEDTGDGSRR E 4 2911.4219 2911.4235 0.0016 0 0.55 2.555 0.183 2.2 1 37 150 2 1 1 M[147]TVGQTIMEPLKIHDLPEDTGDGSRR
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9995 R MTVGQTIMEPLKIHDLPEDTGDGSRR E 5 2895.4219 2895.4189 -0.0030 0 -1.03 2.422 0.164 0.5 1 55 200 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9835 R MTVGQTIMEPLKIHDLPEDTGDGSRR E 4 2911.4219 2911.4182 -0.0038 0 -1.29 2.367 0.018 0.7 1 35 150 2 1 1 MTVGQTIM[147]EPLKIHDLPEDTGDGSRR
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9999 R NDSWFNAVR E 2 1107.5097 1107.5114 0.0017 0 1.56 2.586 0.241 0 1 14 16 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9459 R NDSWFNAVR E 2 1107.5097 1107.5095 -0.0002 0 -0.21 2.197 0.017 1 8 12 16 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 D PDQYDRYPHELSGGQR Q 3 1916.8765 1916.8786 0.0020 0 1.06 4.607 0.468 0 1 30 60 1 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9998 D PDQYDRYPHELSGGQR Q 4 1916.8765 1916.8806 0.0040 0 2.11 3.513 0.386 0 1 39 90 1 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9991 D PDQYDRYPHELSGGQR Q 4 1916.8765 1916.8790 0.0025 0 1.28 3.505 0.319 0 1 40 90 1 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9114 D PDQYDRYPHELSGGQR Q 3 1916.8765 1916.8778 0.0013 0 0.68 3.396 0.192 0.2 1 27 60 1 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R QRVEDEAISIDAVR E 2 1599.8216 1599.8314 0.0098 0 6.11 3.525 0.469 0 1 17 26 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9999 R QRVEDEAISIDAVR E 3 1599.8216 1599.8250 0.0034 0 2.13 3.788 0.231 0.1 3 27 52 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9997 R QRVEDEAISIDAVR E 3 1599.8216 1599.8247 0.0030 0 1.90 3.892 0.175 0.6 1 29 52 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9975 K QTMFDRFFETDLAGENRR V 3 2232.0382 2232.0415 0.0033 0 1.48 2.918 0.192 0.2 2 21 68 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R RDLQMIFQDPMSSLDPR M 3 2047.9819 2047.9881 0.0062 0 3.03 3.997 0.395 0 1 33 64 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 K RNDSWFNAVR E 2 1263.6108 1263.6114 0.0006 0 0.47 3.047 0.342 0 1 15 18 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 K RNDSWFNAVR E 2 1263.6108 1263.6107 -0.0001 0 -0.10 3.022 0.342 0 1 15 18 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R SDVISLLEEVGIPEPADR V 2 1937.9946 1938.0012 0.0066 0 3.39 3.188 0.392 0 1 21 34 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R SRLPASLETTADDR T 2 1530.7638 1530.7644 0.0006 0 0.36 3.268 0.481 0 1 20 26 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R SRLPASLETTADDRTLAK Q 3 1944.0276 1944.0267 -0.0009 0 -0.48 5.066 0.281 0 1 33 68 2 2 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 K SVTALSAMDIVDEPGHIAGGQIR F 3 2336.1794 2336.1831 0.0037 0 1.59 4.629 0.435 0 1 42 88 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 K SVTALSAMDIVDEPGHIAGGQIR F 2 2336.1794 2338.1854 2.0060 -2.0067 -0.29 6.766 0.524 0 1 27 44 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 K SVTALSAMDIVDEPGHIAGGQIR F 3 2336.1794 2336.1857 0.0063 0 2.68 4.716 0.412 0 1 44 88 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R TADEGSGFITIDAATVDR S 2 1837.8694 1837.8854 0.0160 0 8.72 3.939 0.479 0 1 23 34 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R TDRQLMEVDGLKK H 3 1531.8028 1530.7582 -1.0447 1 -29.15 4.15 0.392 0 1 23 48 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R VADLMEAVGLDPDQYDRYPHELSGGQR Q 4 3030.4141 3030.4174 0.0033 0 1.09 3.595 0.35 0 1 47 156 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R VADLMEAVGLDPDQYDRYPHELSGGQR Q 3 3030.4141 3030.4374 0.0233 0 7.68 4.242 0.436 0 1 32 104 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R VADLMEAVGLDPDQYDRYPHELSGGQR Q 4 3030.4141 3030.4172 0.0031 0 1.01 4.013 0.371 0 1 42 156 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R VADLMEAVGLDPDQYDRYPHELSGGQR Q 4 3030.4141 3030.4201 0.0060 0 1.98 4.181 0.398 0 1 44 156 2 1 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 0.9970 R VADLMEAVGLDPDQYDRYPHELSGGQR Q 4 3046.4141 3047.4109 0.9968 -1.0034 -2.16 3.293 0.175 0.3 3 36 156 2 1 1 VADLM[147]EAVGLDPDQYDRYPHELSGGQR
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 R VVETSIEHLADEDWDAAASVLQDR F 3 2668.2616 2668.2724 0.0107 0 4.02 3.868 0.38 0 1 26 92 2 0 1
Q5V093_HALMA 1 Dipeptide ABC transporter ATP-binding dppF rrnAC2227 890 44.4 32 73 1 K VVFAGQDLSELDK S 2 1419.7245 1419.7282 0.0037 0 2.62 3.619 0.446 0 1 19 24 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TESALITLASALAQHEDGR V 2 1982.0069 1982.0152 0.0083 0 4.19 4.753 0.555 0 1 23 36 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 K ADAEAFDVPIETK T 2 1404.6773 1405.6854 1.0081 -1.0034 3.40 3.835 0.416 0 1 19 24 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 K AGGGYYYINK S 2 1104.5240 1104.5251 0.0011 0 0.99 3.682 0.44 0 1 15 18 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 K AGGGYYYINK S 2 1104.5240 1104.5254 0.0014 0 1.29 3.516 0.442 0 1 15 18 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9995 K AGGGYYYINK S 2 1104.5240 1104.5248 0.0007 0 0.66 2.442 0.193 0.2 1 14 18 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 K ALEETFGVAVSLLHVVDPGEEESGR Q 3 2639.3079 2640.3082 1.0002 -1.0034 -1.18 4.621 0.474 0 1 34 96 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 K ALEETFGVAVSLLHVVDPGEEESGR Q 3 2639.3079 2639.3177 0.0098 0 3.71 4.488 0.384 0 1 35 96 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R DKIVTNWLNEIHPNYATPYR S 3 2443.2284 2443.2382 0.0097 0 3.99 4.955 0.419 0 1 31 76 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R DRIDATSESLLDTAK A 2 1633.8159 1633.8204 0.0045 0 2.74 4.635 0.44 0 1 23 28 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R DRIDATSESLLDTAKADAEAFDVPIETK T 3 3020.4826 3020.4896 0.0070 0 2.32 6.843 0.493 0 1 41 108 2 2 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R DRIDATSESLLDTAKADAEAFDVPIETK T 4 3020.4826 3020.4890 0.0063 0 2.10 3.858 0.312 0 1 44 162 2 2 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R DRIDATSESLLDTAKADAEAFDVPIETK T 4 3020.4826 3020.4914 0.0088 0 2.91 4.461 0.373 0 1 48 162 2 2 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R DYSLVIVGATER G 2 1321.6878 1321.6910 0.0032 0 2.41 3.886 0.366 0 1 19 22 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R DYSLVIVGATER G 2 1321.6878 1321.6897 0.0018 0 1.40 3.487 0.369 0 1 19 22 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9313 R DYSLVIVGATER G 2 1321.6878 1322.6854 0.9976 -1.0034 -4.33 1.933 0.152 2 2 15 22 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GIEEVFDAAR T 2 1105.5404 1105.5404 0.0000 0 -0.04 3.406 0.477 0 1 17 18 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAER P 3 2186.1834 2186.1879 0.0045 0 2.04 5.212 0.542 0 1 37 76 1 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAER P 2 2186.1834 2186.1856 0.0022 0 1.02 5.488 0.576 0 1 26 38 1 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAER P 3 2186.1834 2187.1882 1.0047 -1.0034 0.64 5.692 0.566 0 1 33 76 1 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAER P 2 2186.1834 2186.1793 -0.0041 0 -1.89 5.461 0.553 0 1 26 38 1 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAER P 3 2186.1834 2186.1884 0.0050 0 2.29 5.665 0.604 0 1 36 76 1 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAER P 2 2186.1834 2186.1871 0.0037 0 1.69 5.619 0.561 0 1 28 38 1 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAER P 2 2186.1834 2186.1839 0.0005 0 0.23 5.562 0.577 0 1 25 38 1 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAER P 3 2186.1834 2187.1882 1.0047 -1.0034 0.64 5.387 0.538 0 1 37 76 1 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAERPSSR S 3 2613.4014 2613.4079 0.0065 0 2.49 4.348 0.498 0 1 33 92 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAERPSSR S 3 2613.4014 2613.3982 -0.0033 0 -1.24 3.814 0.451 0 1 31 92 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAERPSSR S 4 2613.4014 2613.4033 0.0018 0 0.71 3.783 0.343 0 3 34 138 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAERPSSR S 3 2613.4014 2613.4037 0.0023 0 0.87 4.607 0.514 0 1 32 92 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAERPSSR S 3 2613.4014 2613.4099 0.0085 0 3.26 4.567 0.5 0 1 33 92 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAERPSSR S 3 2613.4014 2613.4098 0.0083 0 3.19 3.618 0.3 0 1 30 92 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R GSLVFDVIETLDTPVLLAERPSSR S 3 2613.4014 2613.4103 0.0089 0 3.40 4.895 0.471 0 1 34 92 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9984 R GSLVFDVIETLDTPVLLAERPSSR S 4 2613.4014 2613.4094 0.0079 0 3.04 3.114 0.231 0.1 55 33 138 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9983 R GSLVFDVIETLDTPVLLAERPSSR S 4 2613.4014 2613.4042 0.0028 0 1.08 3.165 0.259 0.1 125 32 138 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9954 R GSLVFDVIETLDTPVLLAERPSSR S 3 2613.4014 2613.4037 0.0023 0 0.87 2.99 0.134 1.7 4 25 92 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9925 K GVLSDYISDR E 2 1123.5509 1123.5654 0.0145 0 12.93 1.915 0.148 0.5 1 13 18 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9892 K IATVAEELKNPGR N 3 1396.7674 1396.7677 0.0002 0 0.17 2.666 0.217 0.5 176 18 48 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R IDATSESLLDTAK A 2 1362.6878 1362.6900 0.0022 0 1.62 3.649 0.522 0 1 21 24 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R IDATSESLLDTAK A 2 1362.6878 1362.6908 0.0029 0 2.16 3.402 0.474 0 1 21 24 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9999 R IDATSESLLDTAK A 2 1362.6878 1362.6854 -0.0024 0 -1.74 2.552 0.331 0.1 1 15 24 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R IDATSESLLDTAKADAEAFDVPIETK T 3 2749.3545 2749.3610 0.0065 0 2.35 5.362 0.448 0 1 43 100 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R IDATSESLLDTAKADAEAFDVPIETK T 3 2749.3545 2749.3601 0.0055 0 2.02 5.735 0.39 0 1 43 100 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R IETGDIEATIER L 2 1345.6725 1345.6753 0.0027 0 2.04 3.477 0.476 0 1 19 22 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 K IVTNWLNEIHPNYATPYR S 3 2200.1065 2200.1107 0.0042 0 1.89 3.474 0.342 0 1 28 68 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9999 K IVTNWLNEIHPNYATPYR S 3 2200.1065 2200.1090 0.0025 0 1.14 3.063 0.253 0 1 28 68 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R LGRDYSLVIVGATER G 2 1647.8944 1647.8926 -0.0019 0 -1.14 4.046 0.441 0 1 21 28 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9993 R LGRDYSLVIVGATER G 3 1647.8944 1647.8935 -0.0009 0 -0.55 3.427 0.203 0.1 4 25 56 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9992 R LGRDYSLVIVGATER G 3 1647.8944 1647.8939 -0.0005 0 -0.33 3.629 0.196 0.2 8 25 56 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R QFMYEWAAEHGLSDAELR I 3 2151.9684 2152.9882 1.0197 -1.0034 7.62 3.64 0.343 0 1 23 68 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TESALITLASALAQHEDGR V 3 1982.0069 1982.0123 0.0054 0 2.71 4.659 0.337 0 1 38 72 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TESALITLASALAQHEDGR V 2 1982.0069 1982.0091 0.0022 0 1.11 4.443 0.546 0 1 24 36 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TESALITLASALAQHEDGR V 2 1982.0069 1983.0054 0.9985 -1.0034 -2.43 5.086 0.507 0 1 23 36 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TESALITLASALAQHEDGR V 3 1982.0069 1982.0108 0.0039 0 1.97 4.788 0.35 0 1 38 72 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TESALITLASALAQHEDGR V 3 1982.0069 1982.0114 0.0045 0 2.25 3.91 0.356 0 1 35 72 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TESALITLASALAQHEDGR V 3 1982.0069 1982.0116 0.0046 0 2.34 3.74 0.34 0 1 30 72 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9999 R TESALITLASALAQHEDGR V 3 1982.0069 1983.1582 1.1512 -1.0034 74.62 3.549 0.248 0.1 1 26 72 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TNHADTVVMGYGGTQFAGGR A 2 2037.9326 2037.9355 0.0029 0 1.42 4.282 0.361 0 1 19 38 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TNHADTVVMGYGGTQFAGGR A 3 2037.9326 2037.9354 0.0028 0 1.38 4.917 0.446 0 1 36 76 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TNHADTVVMGYGGTQFAGGR A 2 2037.9326 2037.9333 0.0007 0 0.34 6.127 0.531 0 1 27 38 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TNHADTVVMGYGGTQFAGGR A 2 2037.9326 2037.9361 0.0035 0 1.72 7.645 0.611 0 1 30 38 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TNHADTVVMGYGGTQFAGGR A 3 2037.9326 2037.9367 0.0041 0 2.01 4.887 0.502 0 1 35 76 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TNHADTVVMGYGGTQFAGGR A 2 2053.9326 2053.9317 -0.0009 0 -0.43 5.488 0.424 0 1 25 38 2 0 1 TNHADTVVM[147]GYGGTQFAGGR



Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R TNHADTVVMGYGGTQFAGGR A 3 2037.9326 2038.9282 0.9955 -1.0034 -3.83 4.271 0.545 0 1 35 76 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R VLATHIATVPDQTALETAAANR D 3 2262.1968 2262.2025 0.0057 0 2.50 4.625 0.429 0 1 30 84 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R VLATHIATVPDQTALETAAANR D 2 2262.1968 2262.2054 0.0086 0 3.80 4.389 0.294 0 1 20 42 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R VLATHIATVPDQTALETAAANR D 3 2262.1968 2262.2021 0.0053 0 2.34 4.381 0.41 0 1 30 84 2 0 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 1 R VLATHIATVPDQTALETAAANRDR I 3 2533.3248 2533.3297 0.0048 0 1.91 3.082 0.337 0.2 1 28 92 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9968 R VLATHIATVPDQTALETAAANRDR I 3 2533.3248 2533.3293 0.0045 0 1.77 2.726 0.202 0.1 1 26 92 2 1 1
Q5V402_HALMA 1 Cationic amino acid transporter cat rrnAC0759 754 32.6 22 71 0.9112 R VLATHIATVPDQTALETAAANRDR I 4 2533.3248 2533.3273 0.0025 0 0.99 2.041 0.025 1.2 9 36 138 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9970 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8054 1.4991 -1.0034 190.51 3.131 0.294 0.2 2 14 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R ELTPIESVYLTVLIWLDK R 3 2131.1816 2131.1854 0.0038 0 1.76 5.276 0.389 0 1 32 68 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R ELTPIESVYLTVLIWLDK R 3 2131.1816 2131.1792 -0.0025 0 -1.16 4.494 0.372 0 1 30 68 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R ELTPIESVYLTVLIWLDK R 3 2131.1816 2131.1828 0.0012 0 0.56 3.583 0.384 0 1 29 68 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R ELTPIESVYLTVLIWLDK R 2 2131.1816 2131.1778 -0.0038 0 -1.78 4.199 0.42 0 1 19 34 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9996 R ELTPIESVYLTVLIWLDKR L 3 2287.2827 2287.2877 0.0050 0 2.19 2.12 0.303 0.1 5 23 72 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9995 R ELTPIESVYLTVLIWLDKR L 3 2287.2827 2287.2833 0.0006 0 0.27 1.967 0.303 0.3 3 24 72 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R KDEHDHKGWMESR E 4 1653.7318 1653.7313 -0.0006 0 -0.33 3.663 0.419 0 1 32 72 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R KDEHDHKGWMESR E 4 1653.7318 1653.7297 -0.0021 0 -1.29 3.455 0.292 0 1 31 72 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9999 R KDEHDHKGWMESR E 4 1653.7318 1653.7297 -0.0021 0 -1.29 3.071 0.255 0.3 2 31 72 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9999 R KDEHDHKGWMESR E 3 1653.7318 1653.7271 -0.0048 0 -2.87 3.163 0.268 0.1 1 24 48 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9998 R KDEHDHKGWMESR E 4 1653.7318 1653.7299 -0.0019 0 -1.15 2.409 0.195 1.5 1 31 72 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9997 R KDEHDHKGWMESR E 4 1653.7318 1653.7303 -0.0015 0 -0.93 2.937 0.196 0.1 2 31 72 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9990 R KDEHDHKGWMESR E 4 1653.7318 1654.7309 0.9991 -1.0034 -2.59 3.005 0.174 1 1 31 72 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9945 R KDEHDHKGWMESR E 3 1669.7318 1669.7235 -0.0083 0 -4.97 2.161 0.217 0.2 2 20 48 2 1 1 KDEHDHKGWM[147]ESR
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9922 R KDEHDHKGWMESR E 4 1669.7318 1669.7243 -0.0075 0 -4.50 2.497 0.069 0.4 2 28 72 2 1 1 KDEHDHKGWM[147]ESR
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9885 R KDEHDHKGWMESR E 4 1653.7318 1653.7305 -0.0013 0 -0.78 3 0.018 0.1 1 34 72 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9630 R KDEHDHKGWMESR E 3 1669.7318 1669.7252 -0.0066 0 -3.98 2.998 0.038 0.1 1 22 48 2 1 1 KDEHDHKGWM[147]ESR
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYK V 2 1773.9076 1773.9103 0.0026 0 1.48 3.814 0.527 0 1 21 26 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYK V 2 1773.9076 1773.9105 0.0029 0 1.62 4.598 0.303 0.1 1 21 26 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYK V 3 1773.9076 1774.9282 1.0205 -1.0034 9.69 4.01 0.219 0 1 28 52 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYK V 2 1773.9076 1773.9095 0.0019 0 1.07 3.838 0.527 0 1 21 26 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYK V 3 1773.9076 1774.9127 1.0051 -1.0034 0.96 4.546 0.288 0 1 29 52 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYK V 3 1773.9076 1773.9127 0.0051 0 2.88 4.826 0.302 0 1 32 52 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYK V 2 1773.9076 1773.9127 0.0051 0 2.86 4.402 0.543 0 1 21 26 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYK V 2 1773.9076 1773.9099 0.0023 0 1.28 5.121 0.526 0 1 22 26 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9998 R VVDYLEILEDLYYK V 3 1773.9076 1774.9282 1.0205 -1.0034 9.69 3.185 0.257 0.9 5 21 52 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9994 R VVDYLEILEDLYYK V 2 1773.9076 1773.9124 0.0048 0 2.72 3.665 0.072 0.8 1 19 26 2 0 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 2 2634.3063 2634.3041 -0.0023 0 -0.86 5.574 0.514 0 1 20 40 2 1 1 VVDYLEILEDLYYKVNM[147]QM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 3 2634.3063 2634.3012 -0.0052 0 -1.96 3.693 0.47 0 1 33 80 2 1 1 VVDYLEILEDLYYKVNM[147]QM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 3 2602.3063 2602.3097 0.0034 0 1.30 6.491 0.518 0 1 46 80 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 3 2634.3063 2634.3035 -0.0028 0 -1.05 4.09 0.503 0 1 32 80 2 1 1 VVDYLEILEDLYYKVNM[147]QM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 3 2634.3063 2634.3001 -0.0063 0 -2.37 5.683 0.541 0 1 39 80 2 1 1 VVDYLEILEDLYYKVNM[147]QM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 3 2602.3063 2602.3075 0.0012 0 0.46 5.766 0.531 0 1 43 80 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 4 2634.3063 2634.3046 -0.0017 0 -0.64 5.034 0.37 0 1 41 120 2 1 1 VVDYLEILEDLYYKVNM[147]QM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 3 2634.3063 2634.2997 -0.0066 0 -2.51 3.817 0.48 0 1 36 80 2 1 1 VVDYLEILEDLYYKVNM[147]QM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 1 R VVDYLEILEDLYYKVNMQMPK S 3 2602.3063 2602.3119 0.0056 0 2.15 6.411 0.526 0 1 45 80 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9999 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8054 1.4991 -1.0034 190.51 4.042 0.388 0 2 13 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9993 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8054 1.4991 -1.0034 190.51 3.298 0.338 0 1 16 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9992 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8254 1.5191 -2.0067 -187.36 3.394 0.349 0 2 14 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9987 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8054 1.4991 -1.0034 190.51 3.309 0.363 0 10 12 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9948 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3080 0.0017 0 0.64 5.873 0.488 0 1 40 80 2 1 1 VVDYLEILEDLYYKVNMQM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9945 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3078 0.0015 0 0.57 5.826 0.512 0 1 42 80 2 1 1 VVDYLEILEDLYYKVNMQM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9935 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3108 0.0044 0 1.69 5.653 0.556 0 1 43 80 2 1 1 VVDYLEILEDLYYKVNMQM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9931 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8054 1.4991 -1.0034 190.51 2.954 0.251 0 1 13 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9905 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8254 1.5191 -2.0067 -187.36 3.111 0.257 0.1 3 14 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9904 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8254 1.5191 -2.0067 -187.36 3.123 0.225 0.1 1 14 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9883 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8254 1.5191 -2.0067 -187.36 3.053 0.26 0.1 4 13 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9771 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3069 0.0006 0 0.22 4.745 0.583 0 2 37 80 2 1 1 VVDYLEILEDLYYKVNM[147]QMPK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9762 R VVDYLEILEDLYYKVNMQMPK S 2 2618.3063 2619.3054 0.9991 -1.0034 -1.61 4.804 0.38 0 1 19 40 2 1 1 VVDYLEILEDLYYKVNMQM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9681 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3040 -0.0023 0 -0.90 4.451 0.556 0 2 38 80 2 1 1 VVDYLEILEDLYYKVNMQM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9656 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3056 -0.0007 0 -0.27 4.383 0.489 0 2 36 80 2 1 1 VVDYLEILEDLYYKVNMQM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9607 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3003 -0.0060 0 -2.29 4.036 0.5 0 1 41 80 2 1 1 VVDYLEILEDLYYKVNM[147]QMPK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9556 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3076 0.0013 0 0.50 4.162 0.466 0 2 41 80 2 1 1 VVDYLEILEDLYYKVNMQM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9464 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8054 1.4991 -1.0034 190.51 2.6 0.267 0.3 22 11 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9334 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2618.3115 0.0052 0 1.97 3.819 0.527 0 2 36 80 2 1 1 VVDYLEILEDLYYKVNMQM[147]PK
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9020 R VVDYLEILEDLYYKVNMQMPK S 2 2602.3063 2603.8054 1.4991 -1.0034 190.51 2.423 0.203 0.9 3 13 40 2 1 1
Q5V427_HALMA 1 Cytochrome b6 petB1 rrnAC0732 267 19.9 5 71 0.9013 R VVDYLEILEDLYYKVNMQMPK S 3 2618.3063 2619.3082 1.0018 -1.0034 -0.57 4.195 0.319 0 1 32 80 2 1 1 VVDYLEILEDLYYKVNM[147]QMPK
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K AMDAAGNVVLR G 2 1115.5757 1115.5854 0.0097 0 8.72 2.84 0.32 0 1 16 20 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K AMDAAGNVVLR G 2 1115.5757 1116.5659 0.9902 -1.0034 -11.82 3.887 0.284 0 1 19 20 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K AMDAAGNVVLR G 2 1115.5757 1115.5766 0.0009 0 0.82 3.305 0.373 0 1 19 20 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K AMDAAGNVVLR G 2 1115.5757 1115.5774 0.0016 0 1.47 3.156 0.368 0 1 16 20 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9996 K AMDAAGNVVLR G 2 1115.5757 1116.5654 0.9897 -1.0034 -12.21 3.102 0.223 0.1 1 17 20 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9833 K AMDAAGNVVLR G 2 1115.5757 1116.5254 0.9497 -1.0034 -48.07 2.807 0.055 0.4 1 15 20 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9669 K AMDAAGNVVLR G 2 1115.5757 1116.5290 0.9533 -1.0034 -44.86 2.355 0.088 0.6 1 17 20 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K DRYEITIDDASTVPK E 2 1721.8472 1721.8502 0.0030 0 1.72 4.112 0.427 0 1 24 28 2 1 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K DRYEITIDDASTVPK E 3 1721.8472 1721.8505 0.0033 0 1.93 4.115 0.326 0 1 31 56 2 1 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K DRYEITIDDASTVPK E 2 1721.8472 1721.8504 0.0032 0 1.87 4.013 0.446 0 1 22 28 2 1 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9998 K DRYEITIDDASTVPK E 3 1721.8472 1721.8509 0.0037 0 2.14 3.418 0.221 0.1 1 24 56 2 1 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 2 1624.8494 1624.8531 0.0037 0 2.28 3.37 0.516 0 1 21 30 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 2 1624.8494 1625.8454 0.9960 -1.0034 -4.51 3.691 0.436 0 1 23 30 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8512 0.0017 0 1.07 4.419 0.28 0 1 28 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 2 1624.8494 1624.8454 -0.0040 0 -2.45 3.139 0.441 0 1 20 30 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 3 1624.8494 1625.8582 1.0087 -1.0034 3.32 3.475 0.315 0.1 1 23 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 2 1624.8494 1625.8510 1.0016 -1.0034 -1.06 3.501 0.428 0 1 18 30 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8501 0.0006 0 0.39 4.322 0.324 0 1 28 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8510 0.0016 0 0.95 4.011 0.302 0 1 28 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 2 1624.8494 1624.8530 0.0036 0 2.20 2.68 0.447 0 1 18 30 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8513 0.0019 0 1.18 3.08 0.341 0 6 21 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 2 1624.8494 1624.8479 -0.0016 0 -0.95 4.119 0.487 0 1 23 30 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8404 -0.0091 0 -5.58 3.287 0.268 0 1 23 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 2 1624.8494 1624.8545 0.0050 0 3.10 3.2 0.335 0 1 20 30 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K EPIIAAAMVIDAIQGN - 2 1624.8494 1624.8526 0.0032 0 1.98 4.304 0.525 0 1 24 30 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9999 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.9882 0.1387 0 85.39 3.035 0.232 0.1 1 25 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9998 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8382 -0.0113 0 -6.93 3.278 0.193 0.1 1 28 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9997 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8501 0.0006 0 0.39 3.094 0.183 0.1 1 23 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9997 K EPIIAAAMVIDAIQGN - 3 1624.8494 1625.8582 1.0087 -1.0034 3.32 3.255 0.226 0.1 2 23 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9995 K EPIIAAAMVIDAIQGN - 3 1624.8494 1626.1882 1.3387 -1.0034 206.42 2.839 0.229 0.1 1 22 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9986 K EPIIAAAMVIDAIQGN - 3 1624.8494 1625.8441 0.9947 -1.0034 -5.31 3.001 0.198 0.4 3 22 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9986 K EPIIAAAMVIDAIQGN - 3 1624.8494 1626.8482 1.9987 -2.0067 -4.89 3.188 0.173 0.1 2 21 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9968 K EPIIAAAMVIDAIQGN - 3 1624.8494 1625.8282 0.9787 -1.0034 -15.14 2.67 0.173 0.3 1 22 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9928 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8457 -0.0038 0 -2.31 2.626 0.148 0.2 18 20 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9900 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8382 -0.0113 0 -6.93 2.269 0.129 0.8 2 23 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9749 K EPIIAAAMVIDAIQGN - 3 1624.8494 1625.8507 1.0013 -1.0034 -1.26 2.65 0.122 2.5 6 21 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9118 K EPIIAAAMVIDAIQGN - 3 1624.8494 1624.8556 0.0061 0 3.77 2.509 0.073 0.9 197 20 60 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K GIDLSDDSYTVEQSLVR N 3 1895.9112 1895.9123 0.0010 0 0.54 5.722 0.533 0 1 37 64 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K GIDLSDDSYTVEQSLVR N 3 1895.9112 1895.9137 0.0025 0 1.32 5.213 0.515 0 1 36 64 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K GIDLSDDSYTVEQSLVR N 2 1895.9112 1895.9137 0.0024 0 1.29 5.767 0.55 0 1 27 32 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K GIDLSDDSYTVEQSLVR N 2 1895.9112 1896.9254 1.0142 -1.0034 5.74 5.651 0.552 0 1 26 32 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K GIDLSDDSYTVEQSLVR N 3 1895.9112 1895.9130 0.0018 0 0.93 6.069 0.493 0 1 36 64 2 0 1



Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K GIDLSDDSYTVEQSLVR N 2 1895.9112 1895.9131 0.0018 0 0.97 4.771 0.368 0 1 25 32 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K GIDLSDDSYTVEQSLVR N 3 1895.9112 1895.9137 0.0025 0 1.32 4.61 0.475 0 1 33 64 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K GIDLSDDSYTVEQSLVR N 2 1895.9112 1895.9132 0.0020 0 1.03 4.916 0.553 0 1 27 32 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9999 K GIDLSDDSYTVEQSLVR N 2 1895.9112 1895.9120 0.0007 0 0.39 3.714 0.198 0.2 1 19 32 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K IAEINSQGALVTIAR N 2 1554.8729 1556.8854 2.0125 -2.0067 3.75 4.386 0.304 0 1 24 28 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K IAEINSQGALVTIAR N 2 1554.8729 1554.8762 0.0033 0 2.10 3.311 0.502 0 1 24 28 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K IAEINSQGALVTIAR N 2 1554.8729 1554.8774 0.0045 0 2.89 5.908 0.399 0 1 23 28 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9999 K IRDASTEAKIAEINSQGALVTIAR N 4 2526.3765 2526.3742 -0.0023 0 -0.91 3.458 0.227 0.3 1 42 138 2 2 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9993 R NVVPFGGWIPHK Y 2 1349.7244 1349.7258 0.0014 0 1.02 2.022 0.276 0 1 16 22 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9150 R NVVPFGGWIPHK Y 3 1349.7244 1349.7263 0.0019 0 1.40 1.459 0.217 2 473 15 44 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K TGEDIVILDNDYSIFQDTWK I 3 2371.1219 2371.1175 -0.0045 0 -1.89 5.069 0.446 0 1 36 76 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K TGEDIVILDNDYSIFQDTWK I 2 2371.1219 2371.1263 0.0044 0 1.85 5.989 0.431 0 1 26 38 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K TGEDIVILDNDYSIFQDTWK I 2 2371.1219 2371.1300 0.0081 0 3.40 6.228 0.477 0 1 25 38 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K TGEDIVILDNDYSIFQDTWK I 2 2371.1219 2371.1263 0.0044 0 1.85 5.887 0.524 0 1 26 38 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K TGEDIVILDNDYSIFQDTWK I 3 2371.1219 2371.1281 0.0061 0 2.59 5.22 0.498 0 1 39 76 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 0.9958 K TGEDIVILDNDYSIFQDTWK I 3 2371.1219 2372.2485 1.1266 -1.0034 51.97 3.075 0.19 0.2 13 22 76 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K YEITDQDGTHVGNIDGQFSLK D 2 2336.0920 2336.0973 0.0052 0 2.24 4.809 0.524 0 1 26 40 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K YEITDQDGTHVGNIDGQFSLK D 3 2336.0920 2336.0965 0.0045 0 1.92 3.579 0.435 0 1 37 80 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K YEITDQDGTHVGNIDGQFSLK D 3 2336.0920 2336.1029 0.0109 0 4.67 3.711 0.462 0 1 35 80 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K YEITDQDGTHVGNIDGQFSLK D 3 2336.0920 2336.0998 0.0078 0 3.33 3.323 0.326 0 1 32 80 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K YEITDQDGTHVGNIDGQFSLK D 2 2336.0920 2336.0987 0.0067 0 2.87 4.844 0.554 0 1 26 40 2 0 1
Q5V0I7_HALMA 1 Hypothetical protein rrnAC2115 rrnAC2115 197 69 12 69 1 K YEITDQDGTHVGNIDGQFSLKDR Y 3 2607.2201 2608.2382 1.0180 -1.0034 5.64 6.365 0.447 0 1 42 88 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9999 K EQSGWTPAETFLTDYSTTDYEIR T 3 2709.2082 2711.1982 1.9899 -2.0067 -6.18 3.132 0.299 0.2 1 26 88 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9999 D AESFAEEYGGQTLPAEDISR E 2 2168.9862 2169.9833 0.9970 -1.0034 -2.92 4.398 0.46 0 1 20 38 1 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2154 0.0072 0 2.66 4.373 0.585 0 1 23 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2098 0.0016 0 0.59 4.625 0.574 0 1 24 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2098 0.0016 0 0.59 4.132 0.381 0 1 20 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2096 0.0013 0 0.50 4.483 0.579 0 1 23 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2193 0.0111 0 4.10 4.787 0.486 0 1 24 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2220 0.0138 0 5.09 4.107 0.571 0 1 23 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2125 0.0043 0 1.58 4.077 0.404 0 1 19 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2174 0.0092 0 3.38 3.645 0.578 0 1 21 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2235 0.0153 0 5.63 3.696 0.565 0 1 20 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2710.2254 1.0172 -1.0034 5.12 4.58 0.569 0 1 22 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2174 0.0092 0 3.38 4.819 0.472 0 1 22 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2115 0.0033 0 1.22 4.034 0.371 0 1 19 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIR T 2 2709.2082 2709.2083 0.0001 0 0.05 3.961 0.629 0 1 23 44 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9985 K EQSGWTPAETFLTDYSTTDYEIR T 3 2709.2082 2710.2382 1.0299 -1.0034 9.82 2.701 0.276 1 19 21 88 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9973 K EQSGWTPAETFLTDYSTTDYEIR T 3 2709.2082 2709.2109 0.0027 0 0.99 2.798 0.213 0.3 45 21 88 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9780 K EQSGWTPAETFLTDYSTTDYEIR T 3 2709.2082 2710.2082 0.9999 -1.0034 -1.26 2.934 0.163 0.3 46 20 88 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9773 K EQSGWTPAETFLTDYSTTDYEIR T 3 2709.2082 2711.1982 1.9899 -2.0067 -6.18 2.65 0.113 1.1 1 25 88 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9669 K EQSGWTPAETFLTDYSTTDYEIR T 3 2709.2082 2710.2082 0.9999 -1.0034 -1.26 2.617 0.189 0.7 128 20 88 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9590 K EQSGWTPAETFLTDYSTTDYEIR T 3 2709.2082 2709.2096 0.0014 0 0.51 2.717 0.11 0.3 110 20 88 2 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4282 1.0074 -1.0034 1.29 3.078 0.431 0 1 28 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4197 -0.0010 0 -0.32 2.812 0.492 0 1 31 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4226 0.0019 0 0.60 2.885 0.415 0 1 35 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.3982 0.9774 -1.0034 -8.18 3.251 0.404 0 1 34 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9999 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4234 0.0026 0 0.83 2.66 0.361 0 1 28 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9998 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4212 0.0004 0 0.14 2.534 0.318 0 1 27 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9998 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4256 0.0048 0 1.53 2.958 0.294 0.1 1 25 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9996 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.3897 -0.0311 0 -9.80 3.218 0.269 0 4 23 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9970 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3169.4182 1.9974 -2.0067 -2.92 2.827 0.244 0.3 1 26 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9965 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4191 0.9984 -1.0034 -1.57 2.781 0.242 0.2 1 28 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9961 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3166.5470 -0.8737 1 39.87 2.921 0.361 0 1 28 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9850 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4074 0.9866 -1.0034 -5.27 2.442 0.214 0.8 1 26 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9849 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4105 -0.0102 0 -3.21 2.137 0.195 0.9 1 27 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9815 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4282 1.0074 -1.0034 1.29 2.757 0.179 0.2 1 26 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9789 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4282 1.0074 -1.0034 1.29 2.304 0.213 0.3 1 26 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9785 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4175 -0.0032 0 -1.02 2.922 0.162 0.1 16 22 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9783 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4033 0.9826 -1.0034 -6.55 2.864 0.215 0.8 16 22 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9759 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4110 0.9903 -1.0034 -4.12 2.765 0.197 0.2 5 24 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9729 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4230 0.0023 0 0.72 2.913 0.127 0.4 4 24 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9722 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4059 0.9852 -1.0034 -5.74 2.835 0.156 0 1 28 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9710 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4010 -0.0197 0 -6.22 2.511 0.164 0.3 6 23 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9685 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4176 0.9969 -1.0034 -2.04 2.727 0.172 0.2 2 23 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9680 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3167.4314 0.0107 0 3.38 2.633 0.129 0.4 2 25 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9640 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.3854 0.9647 -1.0034 -12.21 2.593 0.231 0.6 37 23 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9550 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.3982 0.9774 -1.0034 -8.18 2.779 0.178 0 8 24 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9102 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4129 0.9921 -1.0034 -3.54 2.3 0.204 1 19 21 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9041 K EQSGWTPAETFLTDYSTTDYEIRTDGGK T 3 3167.4207 3168.4282 1.0074 -1.0034 1.29 2.225 0.154 1.5 1 26 108 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 R FAKEQSGWTPAETFLTDYSTTDYEIR T 3 3055.4087 3055.4146 0.0059 0 1.93 5.963 0.547 0 1 35 100 2 1 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9996 G MVIDQHPGPVGQTYYQDNTPEGHDPPAR F 3 3118.4203 3119.4382 1.0178 -1.0034 4.65 3.617 0.393 0 1 30 108 1 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9953 G MVIDQHPGPVGQTYYQDNTPEGHDPPAR F 4 3118.4203 3120.4109 1.9906 -2.0067 -5.17 2.916 0.274 1 1 48 162 1 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9999 Q SGWTPAETFLTDYSTTDYEIR T 2 2452.1070 2451.9054 -0.2016 0 -82.21 3.695 0.44 0 1 17 40 1 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 1 M VIDQHPGPVGQTYYQDNTPEGHDPPAR F 4 2987.3798 2987.3840 0.0042 0 1.39 4.394 0.42 0 1 41 156 1 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9999 M VIDQHPGPVGQTYYQDNTPEGHDPPAR F 4 2987.3798 2987.3862 0.0064 0 2.13 3.678 0.39 0 1 36 156 1 0 1
Q5V6J8_HALMA 1 NosL protein nosL pNG7145 200 39.5 8 68 0.9580 M VIDQHPGPVGQTYYQDNTPEGHDPPAR F 3 2987.3798 2988.3832 1.0034 -1.0034 0.01 3.163 0.258 0.1 1 32 104 1 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R ESALTGGSVQQVSSPGGR S 2 1715.8438 1715.8454 0.0016 0 0.94 5.309 0.416 0 1 24 34 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 K AGRLPAPLDFDSAESQTLSSALAQEFQQR S 3 3132.5476 3132.5458 -0.0018 0 -0.58 5.105 0.497 0 1 39 112 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 K AGRLPAPLDFDSAESQTLSSALAQEFQQR S 3 3132.5476 3132.5447 -0.0029 0 -0.93 5.077 0.506 0 1 40 112 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 K AGRLPAPLDFDSAESQTLSSALAQEFQQR S 4 3132.5476 3132.5517 0.0041 0 1.30 4.896 0.475 0 1 49 168 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R DTRENMVSVINDKLR E 3 1788.9152 1788.9144 -0.0008 0 -0.47 4.823 0.348 0 1 30 56 2 2 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R DTRENMVSVINDKLR E 3 1804.9152 1804.9116 -0.0036 0 -2.02 4.793 0.295 0 1 28 56 2 2 1 DTRENM[147]VSVINDKLR
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R DTRENMVSVINDKLR E 3 1788.9152 1788.9120 -0.0032 0 -1.80 3.698 0.325 0.1 8 23 56 2 2 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9975 R DTRENMVSVINDKLR E 4 1804.9152 1804.9106 -0.0046 0 -2.57 2.765 0.113 0.4 2 32 84 2 2 1 DTRENM[147]VSVINDKLR
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R DTRENMVSVINDKLRESALTGGSVQQVSSPGGR S 3 3486.7485 3486.8065 0.0580 0 16.64 3.822 0.518 0 1 40 128 2 3 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R DTRENMVSVINDKLRESALTGGSVQQVSSPGGR S 4 3502.7485 3502.7448 -0.0037 0 -1.06 5.295 0.483 0 1 49 192 2 3 1 DTRENM[147]VSVINDKLRESALTGGSVQQVSSPGGR
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9999 R DTRENMVSVINDKLRESALTGGSVQQVSSPGGR S 4 3486.7485 3486.7514 0.0029 0 0.83 4.66 0.378 0 1 50 192 2 3 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9996 R DTRENMVSVINDKLRESALTGGSVQQVSSPGGR S 4 3486.7485 3486.7582 0.0097 0 2.79 3.679 0.293 0.3 1 42 192 2 3 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9914 R DTRENMVSVINDKLRESALTGGSVQQVSSPGGR S 5 3486.7485 3486.7562 0.0077 0 2.21 3.317 0.085 2 1 52 256 2 3 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9594 R DTRENMVSVINDKLRESALTGGSVQQVSSPGGR S 3 3502.7485 3503.7515 1.0030 -1.0034 -0.11 3.001 0.29 0.3 1 27 128 2 3 1 DTRENM[147]VSVINDKLRESALTGGSVQQVSSPGGR
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R ENMVSVINDKLR E 2 1416.7395 1416.7422 0.0026 0 1.86 3.593 0.392 0 1 17 22 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R ENMVSVINDKLR E 2 1416.7395 1416.7437 0.0042 0 2.98 3.653 0.357 0 1 17 22 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R ENMVSVINDKLR E 2 1416.7395 1416.7454 0.0059 0 4.18 3.602 0.389 0 1 18 22 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R ENMVSVINDKLR E 3 1416.7395 1416.7407 0.0012 0 0.84 3.26 0.292 0.1 1 22 44 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9996 R ENMVSVINDKLR E 2 1416.7395 1416.7437 0.0042 0 2.98 3.66 0.194 0.2 1 17 22 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9994 R ENMVSVINDKLR E 2 1432.7395 1432.7351 -0.0044 0 -3.10 3.199 0.228 0.1 1 16 22 2 1 1 ENM[147]VSVINDKLR
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9992 R ENMVSVINDKLR E 2 1432.7395 1432.7351 -0.0044 0 -3.10 3.096 0.222 0 1 16 22 2 1 1 ENM[147]VSVINDKLR
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9957 R ENMVSVINDKLR E 3 1416.7395 1416.7420 0.0025 0 1.74 2.6 0.186 0.8 4 21 44 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9672 R ENMVSVINDKLR E 3 1432.7395 1432.7372 -0.0024 0 -1.64 2.371 0.145 1.1 12 20 44 2 1 1 ENM[147]VSVINDKLR
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R ENMVSVINDKLRESALTGGSVQQVSSPGGR S 3 3130.5728 3131.5625 0.9897 -1.0034 -4.36 6.243 0.454 0 1 38 116 2 2 1 ENM[147]VSVINDKLRESALTGGSVQQVSSPGGR
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R EQVLSQGDFAGIGAAQR S 2 1745.8696 1745.8709 0.0013 0 0.76 4.364 0.527 0 1 27 32 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R EQVLSQGDFAGIGAAQR S 2 1745.8696 1745.8747 0.0051 0 2.92 4.99 0.562 0 1 27 32 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R EQVLSQGDFAGIGAAQR S 2 1745.8696 1745.8724 0.0028 0 1.60 4.345 0.52 0 1 28 32 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R ESALTGGSVQQVSSPGGR S 2 1715.8438 1715.8464 0.0026 0 1.51 4.612 0.471 0 1 23 34 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9977 R ESALTGGSVQQVSSPGGR S 2 1715.8438 1715.8464 0.0026 0 1.51 3.047 0.075 0.6 1 18 34 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9952 R GREELIGLLEER G 3 1412.7623 1412.7627 0.0003 0 0.24 4.692 0.259 0 1 27 44 2 1 1



Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9952 R GREELIGLLEER G 2 1412.7623 1412.7656 0.0033 0 2.32 4.225 0.43 0 1 19 22 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9930 R GREELIGLLEER G 2 1412.7623 1412.7661 0.0038 0 2.66 4.012 0.421 0 1 18 22 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9917 R GREELIGLLEER G 3 1412.7623 1412.7650 0.0027 0 1.92 4.309 0.241 0 1 24 44 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R IQAPIVGTTAEGVDVAPADEADLAQATADR L 2 2964.4676 2964.4579 -0.0098 0 -3.29 5.435 0.684 0 1 28 58 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R IQAPIVGTTAEGVDVAPADEADLAQATADRLGLDPIDVR V 3 3943.0174 3943.0270 0.0096 0 2.43 7.039 0.597 0 1 43 152 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R IQAPIVGTTAEGVDVAPADEADLAQATADRLGLDPIDVR V 3 3943.0174 3943.0116 -0.0058 0 -1.47 6.812 0.619 0 1 44 152 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R IQAPIVGTTAEGVDVAPADEADLAQATADRLGLDPIDVR V 3 3943.0174 3944.0182 1.0007 -1.0034 -0.66 6.042 0.59 0 1 44 152 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R IQAPIVGTTAEGVDVAPADEADLAQATADRLGLDPIDVR V 3 3943.0174 3943.0200 0.0026 0 0.66 6.349 0.604 0 1 43 152 2 1 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9999 R LGLDPIDVR V 2 996.5604 996.5619 0.0014 0 1.44 2.586 0.276 0 3 13 16 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9993 R LGLDPIDVR V 2 996.5604 996.5602 -0.0002 0 -0.21 2.434 0.236 0 12 12 16 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 2 2848.3879 2848.3993 0.0113 0 3.98 4.961 0.625 0 1 25 50 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 3 2848.3879 2848.4004 0.0124 0 4.36 5.335 0.586 0 1 37 100 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 2 2848.3879 2848.4000 0.0121 0 4.24 5.325 0.63 0 1 27 50 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 4 2848.3879 2848.3945 0.0066 0 2.30 3.653 0.389 0 1 44 150 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 2 2848.3879 2848.4010 0.0131 0 4.58 5.453 0.603 0 1 25 50 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 4 2848.3879 2849.4109 1.0230 -1.0034 6.89 4.232 0.407 0 1 45 150 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 3 2848.3879 2848.3903 0.0024 0 0.83 5.133 0.565 0 1 40 100 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 3 2848.3879 2848.3976 0.0097 0 3.40 5.212 0.53 0 1 36 100 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 3 2848.3879 2850.3982 2.0102 -2.0067 1.25 5.951 0.538 0 1 33 100 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R LPAPLDFDSAESQTLSSALAQEFQQR S 4 2848.3879 2848.3962 0.0083 0 2.90 3.852 0.386 0 1 42 150 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R SFISVTAPDR G 2 1091.5611 1091.5634 0.0023 0 2.13 3.177 0.276 0 1 17 18 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9999 R SFISVTAPDR G 2 1091.5611 1091.5617 0.0006 0 0.57 2.686 0.254 0 1 15 18 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9999 R SFISVTAPDR G 2 1091.5611 1091.5633 0.0022 0 2.02 2.576 0.254 0 1 16 18 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9999 R SFISVTAPDR G 2 1091.5611 1091.5611 0.0000 0 0.01 2.598 0.251 0 1 15 18 2 0 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R SFISVTAPDRGREELIGLLEER G 4 2486.3129 2486.3122 -0.0007 0 -0.29 2.335 0.274 0.1 1 41 126 2 2 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R SFISVTAPDRGREELIGLLEER G 4 2486.3129 2486.3139 0.0010 0 0.40 2.889 0.299 0.1 3 37 126 2 2 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 1 R SFISVTAPDRGREELIGLLEER G 3 2486.3129 2486.3148 0.0019 0 0.75 3.794 0.38 0 1 27 84 2 2 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9997 R SFISVTAPDRGREELIGLLEER G 3 2486.3129 2486.3142 0.0013 0 0.53 3.208 0.261 0 2 24 84 2 2 1
Q5UXT5_HALMA 1 Protein-export membrane protein SecD secD rrnAC3215 518 27.8 16 67 0.9980 R SFISVTAPDRGREELIGLLEERGVVR V 4 2897.5723 2897.5771 0.0048 0 1.65 2.839 0.234 0.1 1 37 150 2 3 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9998 R STVTFQRFENAGVPLDSITYR I 3 2400.2074 2400.2118 0.0044 0 1.83 3.213 0.259 0 1 30 80 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9973 R AGGYRIDTIVYEDGNR V 3 1797.8646 1798.8682 1.0035 -1.0034 0.11 3.866 0.145 0 1 26 60 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AGGYRIDTIVYEDGNRVETGQQSVQNVDALTPAYAR S 3 3925.9194 3926.9182 0.9987 -1.0034 -1.17 4.621 0.451 0 1 37 140 2 2 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AGGYRIDTIVYEDGNRVETGQQSVQNVDALTPAYAR S 3 3925.9194 3925.9257 0.0063 0 1.59 5.017 0.485 0 1 36 140 2 2 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AGGYRIDTIVYEDGNRVETGQQSVQNVDALTPAYAR S 4 3925.9194 3925.9238 0.0044 0 1.11 3.385 0.312 0.2 1 39 210 2 2 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AGGYRIDTIVYEDGNRVETGQQSVQNVDALTPAYAR S 3 3925.9194 3925.9154 -0.0040 0 -1.02 5.357 0.479 0 1 39 140 2 2 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7246 -0.0010 0 -0.74 3.143 0.31 0 1 19 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7262 0.0005 0 0.39 4.258 0.285 0 1 22 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7275 0.0019 0 1.35 3.421 0.463 0 1 21 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7279 0.0023 0 1.61 3.456 0.446 0 1 21 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7282 0.0026 0 1.87 4.044 0.486 0 1 22 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7254 -0.0002 0 -0.13 3.56 0.413 0 1 21 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7279 0.0023 0 1.61 2.701 0.46 0 1 18 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7270 0.0014 0 1.00 3.975 0.486 0 1 22 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7262 0.0005 0 0.39 3.942 0.496 0 1 22 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1404.8054 1.0798 -1.0034 54.48 3.381 0.492 0 1 19 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7259 0.0003 0 0.22 3.933 0.496 0 1 22 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R AIDADTGLVATTTR Q 2 1403.7256 1403.7276 0.0020 0 1.43 4.364 0.291 0 1 21 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9982 R AIDADTGLVATTTR Q 1 1403.7256 1403.7427 0.0171 0 12.18 1.661 0.306 0.1 1 12 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9999 R ARQADSNVIADESTVR V 3 1730.8547 1730.8551 0.0004 0 0.23 3.599 0.243 0 1 28 60 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9999 R ARQADSNVIADESTVR V 3 1730.8547 1730.8546 -0.0001 0 -0.09 3.213 0.255 0 1 28 60 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9009 R ESYLDLR E 1 894.4447 894.4465 0.0018 0 2.01 1.751 0.102 0.2 28 7 12 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ESYLDLRETTIEPAAVDGQTVTLAIDAR L 3 3046.5459 3046.5578 0.0119 0 3.91 4.585 0.415 0 1 33 108 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ESYLDLRETTIEPAAVDGQTVTLAIDAR L 3 3046.5459 3046.5531 0.0071 0 2.34 7.026 0.596 0 1 46 108 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ESYLDLRETTIEPAAVDGQTVTLAIDAR L 3 3046.5459 3046.5501 0.0042 0 1.38 4.365 0.457 0 1 32 108 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 2 2170.1117 2170.1178 0.0060 0 2.79 5.769 0.58 0 1 28 40 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 2 2170.1117 2170.1192 0.0075 0 3.46 5.309 0.574 0 1 28 40 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 2 2170.1117 2170.1185 0.0068 0 3.12 5.54 0.578 0 1 28 40 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 3 2170.1117 2170.1151 0.0033 0 1.54 4.152 0.283 0 1 29 80 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 2 2170.1117 2170.1144 0.0026 0 1.21 5.495 0.581 0 1 29 40 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 2 2170.1117 2170.1327 0.0209 0 9.65 5.624 0.483 0 1 28 40 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 3 2170.1117 2170.1156 0.0039 0 1.80 3.799 0.317 0 6 26 80 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 3 2170.1117 2171.1082 0.9964 -1.0034 -3.18 3.67 0.36 0.1 12 24 80 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R ETTIEPAAVDGQTVTLAIDAR L 2 2170.1117 2170.1278 0.0161 0 7.40 4.9 0.54 0 1 27 40 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9978 R ETTIEPAAVDGQTVTLAIDAR L 2 2170.1117 2170.1163 0.0046 0 2.11 3.225 0.055 0.5 1 19 40 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R FENAGVPLDSITYR I 2 1580.7834 1580.7878 0.0044 0 2.78 3.354 0.582 0 1 21 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R FENAGVPLDSITYR I 2 1580.7834 1580.7873 0.0039 0 2.47 3.354 0.428 0 1 20 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9998 D GNRVETGQQSVQNVDALTPAYAR S 3 2473.2309 2473.2379 0.0070 0 2.84 4.203 0.39 0 1 32 88 1 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9998 D GNRVETGQQSVQNVDALTPAYAR S 3 2473.2309 2473.2291 -0.0018 0 -0.72 4.865 0.367 0 1 33 88 1 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 D GVIVGTESSPANLHPTER L 2 1862.9486 1862.9497 0.0011 0 0.57 4.374 0.489 0 1 22 34 1 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 D GVIVGTESSPANLHPTER L 3 1862.9486 1862.9500 0.0013 0 0.72 3.968 0.451 0 1 27 68 1 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 D GVIVGTESSPANLHPTER L 2 1862.9486 1862.9489 0.0003 0 0.17 4.21 0.572 0 1 18 34 1 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9999 D GVIVGTESSPANLHPTER L 3 1862.9486 1862.9480 -0.0007 0 -0.36 3.122 0.433 0 1 29 68 1 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9999 D GVIVGTESSPANLHPTER L 3 1862.9486 1862.9509 0.0023 0 1.22 3.425 0.413 0 1 30 68 1 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9995 D GVIVGTESSPANLHPTER L 3 1862.9486 1862.9489 0.0003 0 0.13 3.116 0.359 0 1 28 68 1 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R IDTIVYEDGNR V 2 1293.6201 1293.6212 0.0011 0 0.82 3.081 0.302 0 1 18 20 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R IDTIVYEDGNRVETGQQSVQNVDALTPAYAR S 3 3421.6750 3421.6840 0.0090 0 2.62 5.646 0.37 0 1 45 120 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R IDTIVYEDGNRVETGQQSVQNVDALTPAYAR S 3 3421.6750 3421.6840 0.0090 0 2.62 5.922 0.402 0 1 44 120 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R IDTIVYEDGNRVETGQQSVQNVDALTPAYAR S 3 3421.6750 3421.6847 0.0097 0 2.83 5.777 0.413 0 1 44 120 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R LQENETRQEVGFQSSDFEQDRPEER G 4 3052.3758 3052.3786 0.0028 0 0.91 4.797 0.302 0 1 47 144 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R LQENETRQEVGFQSSDFEQDRPEER G 3 3052.3758 3054.3949 2.0191 -2.0067 4.06 4.373 0.35 0 1 27 96 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R LQENETRQEVGFQSSDFEQDRPEER G 4 3052.3758 3053.3709 0.9951 -1.0034 -2.71 4.383 0.36 0 2 38 144 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R QADSNVIADESTVR V 2 1503.7165 1503.7218 0.0053 0 3.49 3.072 0.289 0 1 18 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9334 R QADSNVIADESTVR V 2 1503.7165 1502.7454 -0.9711 1 19.24 2.68 0.183 0 1 19 26 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R QEVGFQSSDFEQDRPEER G 3 2181.9563 2181.9554 -0.0009 0 -0.42 3.232 0.416 0 1 26 68 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R QEVGFQSSDFEQDRPEER G 3 2181.9563 2181.9554 -0.0009 0 -0.42 3.037 0.352 0 1 26 68 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R QEVGFQSSDFEQDRPEER G 3 2181.9563 2181.9549 -0.0015 0 -0.67 3.311 0.417 0 1 26 68 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R QEVGFQSSDFEQDRPEER G 3 2181.9563 2181.9558 -0.0006 0 -0.25 3.005 0.379 0 1 26 68 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9937 R QEVGFQSSDFEQDRPEER G 2 2181.9563 2181.9459 -0.0104 0 -4.78 2.358 0.113 0 1 15 34 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R QSVGTVEGEREVSVR S 3 1630.8274 1630.8285 0.0010 0 0.63 2.149 0.409 0 1 23 56 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9995 R QSVGTVEGEREVSVR S 3 1630.8274 1630.8257 -0.0017 0 -1.05 2.09 0.314 0.3 1 23 56 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9847 R QSVGTVEGEREVSVR S 2 1630.8274 1630.8252 -0.0023 0 -1.38 2.928 0.159 0 6 15 28 2 1 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 0.9938 R TQLTVPDDYNYWLDGMLLSDGVIVGTESSPANLHPTER L 4 4203.0106 4203.0192 0.0086 0 2.05 3.041 0.025 1.4 1 38 222 2 0 1
Q5V3R9_HALMA 1 Hypothetical protein rrnAC0852 rrnAC0852 321 60.1 19 67 1 R VETGQQSVQNVDALTPAYAR S 2 2146.0654 2146.0743 0.0089 0 4.14 4.894 0.443 0 1 22 38 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9994 R NLESSDAPLEINDIAIR K 2 1868.9479 1868.9513 0.0033 0 1.79 2.541 0.272 0 7 14 32 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 G ASVNASISTVDVSPSSPAPGETVTFDTTVR N 2 2991.4673 2991.4764 0.0091 0 3.04 3.868 0.546 0 1 21 58 1 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 G ASVNASISTVDVSPSSPAPGETVTFDTTVR N 2 2991.4673 2991.4710 0.0037 0 1.24 4.06 0.536 0 1 23 58 1 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2710.2942 0.0107 0 3.96 5.482 0.41 0 1 37 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2710.2956 0.0122 0 4.50 5.865 0.444 0 1 37 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R FRPESAGEHSLTATISYTVDGDTTR S 4 2710.2834 2710.2875 0.0041 0 1.52 3.404 0.335 0.1 1 42 144 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2710.2914 0.0080 0 2.94 6.59 0.419 0 1 39 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2710.2936 0.0102 0 3.75 6.339 0.479 0 1 39 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2711.2882 1.0047 -1.0034 0.52 6.192 0.476 0 1 40 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9999 R FRPESAGEHSLTATISYTVDGDTTR S 4 2710.2834 2710.2851 0.0017 0 0.62 2.797 0.219 0.7 1 41 144 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9997 R FRPESAGEHSLTATISYTVDGDTTR S 4 2710.2834 2710.2895 0.0061 0 2.24 3.603 0.166 0.2 2 38 144 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9995 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2711.2282 0.9447 -1.0034 -21.62 3.518 0.282 0.1 53 24 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9992 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2711.4452 1.1617 -1.0034 58.44 3.2 0.264 0.2 17 23 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9976 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2710.3882 0.1047 0 38.65 3.34 0.149 0.5 7 24 96 2 0 1



Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9930 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2709.2957 -0.9877 1 4.52 3.522 0.324 0.1 67 21 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9895 R FRPESAGEHSLTATISYTVDGDTTR S 4 2710.2834 2710.2893 0.0058 0 2.15 3.103 0.066 1 6 36 144 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9781 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2710.2082 -0.0753 0 -27.77 2.898 0.112 0.6 36 23 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9164 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2710.2082 -0.0753 0 -27.77 2.588 0.099 1 272 20 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9163 R FRPESAGEHSLTATISYTVDGDTTR S 3 2710.2834 2710.2082 -0.0753 0 -27.77 2.636 0.085 3.4 159 22 96 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9972 R KRQTFDVDIDR M 3 1391.7157 1391.7157 0.0000 0 -0.03 3.373 0.148 0.2 13 22 40 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R KTGDNIELKYPVQLNVQER H 3 2243.1910 2243.1963 0.0053 0 2.36 5.75 0.393 0 1 35 72 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R KTGDNIELKYPVQLNVQER H 3 2243.1910 2243.1923 0.0013 0 0.56 5.619 0.318 0 1 36 72 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R KTGDNIELKYPVQLNVQER H 3 2243.1910 2243.1937 0.0027 0 1.21 5.894 0.428 0 1 34 72 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R KTGDNIELKYPVQLNVQER H 4 2243.1910 2243.1901 -0.0009 0 -0.40 3.878 0.276 0.1 1 47 108 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R NLESSDAPLEINDIAIR K 2 1868.9479 1868.9514 0.0035 0 1.85 4.175 0.486 0 1 26 32 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R NLESSDAPLEINDIAIR K 2 1868.9479 1868.9533 0.0054 0 2.90 3.93 0.203 0.2 1 22 32 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R NLESSDAPLEINDIAIR K 2 1868.9479 1868.9533 0.0054 0 2.90 4.654 0.479 0 1 26 32 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R NLESSDAPLEINDIAIRK S 2 1997.0429 1997.0569 0.0139 0 6.98 4.795 0.479 0 1 23 34 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R NLESSDAPLEINDIAIRK S 2 1997.0429 1997.0534 0.0105 0 5.27 5.801 0.486 0 1 25 34 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9986 R NLESSDAPLEINDIAIRK S 3 1997.0429 1998.0382 0.9952 -1.0034 -4.06 2.459 0.232 0.1 1 34 68 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9928 R QTFDVDIDR M 2 1107.5196 1107.5213 0.0017 0 1.55 2.635 0.262 0 1 13 16 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9896 R QTFDVDIDR M 2 1107.5196 1107.5195 -0.0001 0 -0.11 2.512 0.289 0.1 1 12 16 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9532 R QTFDVDIDR M 2 1107.5196 1107.5210 0.0013 0 1.22 2.05 0.291 0 1 13 16 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9941 K RQTFDVDIDR M 3 1263.6207 1263.6238 0.0031 0 2.44 3.387 0.196 0.2 1 23 36 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 K TGDNIELKYPVQLNVQER H 3 2115.0960 2115.1014 0.0054 0 2.54 5.742 0.482 0 1 36 68 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 K TGDNIELKYPVQLNVQER H 2 2115.0960 2115.1075 0.0115 0 5.43 4.752 0.433 0 1 23 34 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 K TGDNIELKYPVQLNVQER H 3 2115.0960 2115.0992 0.0032 0 1.50 5.708 0.489 0 1 38 68 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 K TGDNIELKYPVQLNVQER H 3 2115.0960 2115.0992 0.0032 0 1.50 5.561 0.461 0 1 35 68 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 K TGDNIELKYPVQLNVQER H 3 2115.0960 2115.0999 0.0039 0 1.85 6.15 0.46 0 1 37 68 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9146 R TTVIDSDPLR N 2 1115.5822 1115.5854 0.0032 0 2.89 2.255 0.03 1.5 37 12 18 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R TTVIDSDPLRNSVELDTTAVGSGTDR A 3 2718.3308 2718.3365 0.0057 0 2.09 4.21 0.494 0 1 29 100 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9999 R VSDLGSISPGSTLEVPLTASFDSAGSK D 2 2621.3072 2621.3054 -0.0018 0 -0.68 3.387 0.231 0 1 18 52 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9776 R VSDLGSISPGSTLEVPLTASFDSAGSK D 2 2621.3072 2620.3260 -0.9812 1 7.17 3.459 0.158 0.1 1 19 52 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 R VSDLGSISPGSTLEVPLTASFDSAGSKDLR V 3 3005.5193 3005.5288 0.0095 0 3.16 4.017 0.356 0 1 34 116 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 0.9870 R VSDLGSISPGSTLEVPLTASFDSAGSKDLR V 3 3005.5193 3005.5072 -0.0121 0 -4.03 2.849 0.151 0.8 2 29 116 2 1 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 K YPVQLNVQER H 2 1244.6513 1244.6545 0.0032 0 2.56 3.201 0.352 0 1 17 18 2 0 1
Q5V595_HALMA 1 Hypothetical protein rrnAC0250 rrnAC0250 497 35 17 67 1 K YPVQLNVQER H 2 1244.6513 1244.6515 0.0001 0 0.11 3.013 0.326 0 1 16 18 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9991 R GFYDILTNENRK D 3 1468.7310 1468.7345 0.0035 0 2.38 2.087 0.281 0.3 23 19 44 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9999 R AIEPLSDVLK S 2 1083.6176 1083.6211 0.0034 0 3.18 2.513 0.29 0 1 15 18 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9989 R AIEPLSDVLK S 2 1083.6176 1083.6183 0.0006 0 0.59 2.383 0.182 0 2 14 18 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9985 R AIEPLSDVLK S 2 1083.6176 1083.6185 0.0009 0 0.81 2.183 0.222 0 4 14 18 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9944 R AIEPLSDVLK S 2 1083.6176 1083.6197 0.0021 0 1.94 2.083 0.148 0 2 14 18 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ALGAIGSAESVQPVANR L 2 1638.8689 1638.8697 0.0008 0 0.49 4.505 0.539 0 1 24 32 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ALGAIGSAESVQPVANR L 2 1638.8689 1638.8692 0.0003 0 0.19 4.402 0.568 0 1 25 32 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ALGAIGSAESVQPVANRLDADSEEVR S 3 2653.3307 2653.3374 0.0066 0 2.50 3.084 0.491 0 1 36 100 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ALGAIGSAESVQPVANRLDADSEEVR S 3 2653.3307 2653.3315 0.0008 0 0.29 3.949 0.423 0 1 38 100 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ALGAIGSAESVQPVANRLDADSEEVR S 3 2653.3307 2653.3328 0.0021 0 0.78 3.209 0.483 0 1 37 100 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ALGAIGSAESVQPVANRLDADSEEVRSVAAR A 4 3137.6065 3137.6101 0.0035 0 1.13 2.566 0.279 0 1 44 180 2 2 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9999 R ALGAIGSAESVQPVANRLDADSEEVRSVAAR A 4 3137.6065 3137.6154 0.0089 0 2.84 2.995 0.242 0 1 44 180 2 2 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9996 R ALGLLGDTR A 2 914.5185 914.5254 0.0069 0 7.57 2.601 0.172 0 1 15 16 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9999 R ASAAWALR Q 2 844.4555 844.4578 0.0023 0 2.69 2.739 0.216 0 2 13 14 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9999 R ASAAWALR Q 2 844.4555 844.4560 0.0004 0 0.53 2.743 0.22 0 2 13 14 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9996 R ASAAWALR Q 2 844.4555 844.4554 -0.0002 0 -0.20 2.443 0.214 0 3 13 14 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQK V 3 2057.9542 2057.9540 -0.0002 0 -0.11 5.026 0.328 0 1 31 72 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQK V 3 2057.9542 2057.9569 0.0027 0 1.32 5.445 0.362 0 1 32 72 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQK V 2 2057.9542 2057.9615 0.0073 0 3.55 4.521 0.532 0 1 24 36 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQK V 3 2057.9542 2057.9611 0.0069 0 3.36 5.189 0.412 0 1 32 72 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQK V 3 2057.9542 2057.9560 0.0018 0 0.87 5.644 0.352 0 1 32 72 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQK V 3 2057.9542 2057.9564 0.0022 0 1.05 5.536 0.342 0 1 32 72 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQK V 2 2057.9542 2057.9544 0.0002 0 0.11 5.355 0.456 0 1 24 36 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQKVTLR A 4 2527.2554 2527.2570 0.0016 0 0.63 3.356 0.37 0 10 34 132 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R ATETLHDYIDGDGDPALQKVTLR A 3 2527.2554 2527.2621 0.0067 0 2.64 5.843 0.504 0 1 36 88 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9964 R EKGPIEVLGK I 2 1068.6179 1068.6254 0.0075 0 7.04 2.014 0.296 0 1 15 18 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9899 R EKGPIEVLGK I 2 1068.6179 1068.6173 -0.0006 0 -0.60 1.935 0.255 0 1 15 18 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9704 R EKGPIEVLGK I 2 1068.6179 1068.6173 -0.0006 0 -0.60 2.133 0.153 0.3 1 15 18 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9495 R EKGPIEVLGK I 2 1068.6179 1068.6173 -0.0006 0 -0.60 1.825 0.188 0.3 1 15 18 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRK D 2 1468.7310 1468.7367 0.0056 0 3.84 3.514 0.435 0 1 16 22 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRK D 2 1468.7310 1468.7370 0.0060 0 4.09 3.31 0.439 0 1 15 22 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRK D 2 1468.7310 1468.7329 0.0019 0 1.27 3.366 0.427 0 1 15 22 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9977 R GFYDILTNENRK D 3 1468.7310 1468.7321 0.0011 0 0.76 1.868 0.24 0.7 4 19 44 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRKDFPPEWNAAK L 3 2624.2659 2624.2741 0.0082 0 3.13 5.376 0.481 0 1 33 84 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRKDFPPEWNAAK L 4 2624.2659 2624.2700 0.0040 0 1.54 2.59 0.329 0 1 38 126 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRKDFPPEWNAAK L 4 2624.2659 2624.2631 -0.0028 0 -1.06 2.62 0.363 0 1 33 126 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRKDFPPEWNAAK L 3 2624.2659 2624.2767 0.0108 0 4.10 5.062 0.402 0 1 30 84 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRKDFPPEWNAAK L 4 2624.2659 2624.2702 0.0043 0 1.63 2.642 0.347 0 1 35 126 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R GFYDILTNENRKDFPPEWNAAK L 3 2624.2659 2624.2756 0.0097 0 3.69 5.032 0.483 0 1 34 84 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9999 R GFYDILTNENRKDFPPEWNAAK L 3 2624.2659 2622.2863 -1.9796 2 7.78 4.998 0.364 0 1 29 84 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9998 R GFYDILTNENRKDFPPEWNAAK L 4 2624.2659 2625.2909 1.0250 -1.0034 8.24 2.189 0.261 0.2 1 34 126 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9968 R GFYDILTNENRKDFPPEWNAAK L 4 2624.2659 2625.2509 0.9850 -1.0034 -7.00 2.288 0.203 0.6 5 29 126 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9999 K IGDERATETLHDYIDGDGDPALQK V 4 2628.2303 2628.2343 0.0040 0 1.52 3.012 0.287 0.4 6 35 138 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 K LGSEFFDGYIVDLLYNLGSDAEPAFDAMHQR A 3 3505.6187 3506.6182 0.9994 -1.0034 -1.11 6.715 0.554 0 1 41 120 2 0 1 LGSEFFDGYIVDLLYNLGSDAEPAFDAM[147]HQR
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 K LGSEFFDGYIVDLLYNLGSDAEPAFDAMHQR A 3 3489.6187 3489.6168 -0.0019 0 -0.54 7.055 0.529 0 1 41 120 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 K LGSEFFDGYIVDLLYNLGSDAEPAFDAMHQR A 3 3505.6187 3505.6107 -0.0080 0 -2.28 6.167 0.511 0 1 42 120 2 0 1 LGSEFFDGYIVDLLYNLGSDAEPAFDAM[147]HQR
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 K LGSEFFDGYIVDLLYNLGSDAEPAFDAMHQR A 3 3489.6187 3489.6172 -0.0015 0 -0.43 6.708 0.497 0 1 43 120 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R QIGTETALDEAAR Y 2 1373.6786 1373.6803 0.0016 0 1.20 3.195 0.54 0 1 19 24 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R QIGTETALDEAAR Y 2 1373.6786 1373.6825 0.0038 0 2.80 2.914 0.528 0 1 19 24 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R QIGTETALDEAAR Y 2 1373.6786 1373.6819 0.0032 0 2.35 2.949 0.491 0 1 19 24 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R QIGTETALDEAAR Y 2 1373.6786 1373.6787 0.0001 0 0.04 3.215 0.478 0 1 18 24 2 0 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R YTDDRAYIVQAEAEK A 3 1770.8424 1771.8382 0.9957 -1.0034 -4.29 4.539 0.338 0 1 32 56 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R YTDDRAYIVQAEAEK A 3 1770.8424 1771.8382 0.9957 -1.0034 -4.29 4.484 0.339 0 1 32 56 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R YTDDRAYIVQAEAEK A 3 1770.8424 1770.8421 -0.0004 0 -0.20 3.863 0.302 0 1 31 56 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R YTDDRAYIVQAEAEK A 3 1770.8424 1770.8435 0.0011 0 0.62 4.227 0.329 0 1 33 56 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R YTDDRAYIVQAEAEK A 2 1770.8424 1770.8425 0.0001 0 0.04 3.784 0.359 0 1 20 28 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9999 R YTDDRAYIVQAEAEK A 2 1770.8424 1770.8476 0.0052 0 2.94 3.942 0.309 0 1 18 28 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 0.9999 R YTDDRAYIVQAEAEK A 2 1770.8424 1770.8436 0.0012 0 0.67 3.288 0.367 0 1 16 28 2 1 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R YTDDRAYIVQAEAEKAASA - 3 2070.9858 2070.9885 0.0027 0 1.31 4.97 0.398 0 1 30 72 2 2 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R YTDDRAYIVQAEAEKAASA - 2 2070.9858 2071.9854 0.9996 -1.0034 -1.80 4.294 0.427 0 1 19 36 2 2 1
Q5V283_HALMA 1 Hypothetical protein rrnAC1443 rrnAC1443 465 38.9 16 65 1 R YTDDRAYIVQAEAEKAASA - 3 2070.9858 2070.9869 0.0011 0 0.52 3.966 0.353 0 1 30 72 2 2 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9645 R ARREDQDLRQQSDYVER D 4 2163.0417 2163.0334 -0.0083 0 -3.85 2.472 0.031 2.6 4 27 96 2 2 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9265 L AFPAWPHEMMR N 2 1371.6216 1372.0054 0.3838 0 279.83 2.288 0.199 0.1 1 14 20 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9999 R ARREDQDLRQQSDYVER D 2 2163.0417 2163.0450 0.0033 0 1.52 3.285 0.382 0 1 16 32 2 2 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9994 R ARREDQDLRQQSDYVER D 4 2163.0417 2163.0353 -0.0064 0 -2.95 2.638 0.15 1.4 1 32 96 2 2 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9988 R ARREDQDLRQQSDYVER D 4 2163.0417 2163.0458 0.0041 0 1.91 2.454 0.125 0.4 1 29 96 2 2 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9988 R ARREDQDLRQQSDYVER D 4 2163.0417 2163.0341 -0.0076 0 -3.51 2.478 0.184 0.3 5 29 96 2 2 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9868 R ARREDQDLRQQSDYVER D 3 2163.0417 2163.0437 0.0020 0 0.92 2.393 0.157 0.6 1 26 64 2 2 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 T DGSGTGIVSPDDETPAWSER K 2 2074.9079 2074.9105 0.0026 0 1.24 4.64 0.471 0 1 24 38 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 T DGSGTGIVSPDDETPAWSER K 2 2074.9079 2074.9107 0.0028 0 1.36 4.958 0.558 0 1 24 38 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 T DGSGTGIVSPDDETPAWSER K 2 2074.9079 2074.9090 0.0011 0 0.53 4.928 0.537 0 1 23 38 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 T DGSGTGIVSPDDETPAWSER K 2 2074.9079 2074.9081 0.0001 0 0.06 5.18 0.552 0 1 24 38 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 T DGSGTGIVSPDDETPAWSERK E 2 2203.0029 2202.9999 -0.0031 0 -1.39 3.81 0.498 0 1 20 40 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9999 T DGSGTGIVSPDDETPAWSERK E 3 2203.0029 2203.0061 0.0032 0 1.45 3.709 0.376 0 1 32 80 1 0 1



Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9998 T DGSGTGIVSPDDETPAWSERK E 2 2203.0029 2203.0111 0.0082 0 3.70 3.822 0.371 0 1 20 40 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9998 T DGSGTGIVSPDDETPAWSERK E 3 2203.0029 2203.0021 -0.0008 0 -0.38 3.541 0.37 0 1 34 80 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9934 T DGSGTGIVSPDDETPAWSERK E 3 2203.0029 2203.0032 0.0003 0 0.12 2.642 0.314 0 1 32 80 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9248 T DGSGTGIVSPDDETPAWSERK E 2 2203.0029 2202.9999 -0.0031 0 -1.39 3.272 0.095 0.3 1 17 40 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9876 T DGSGTGIVSPDDETPAWSERKER T 4 2488.1466 2488.1477 0.0010 0 0.41 3.197 0.213 0.4 1 40 132 1 1 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R DVLAFPAWPHEMMR N 2 1698.8010 1698.8037 0.0027 0 1.57 3.672 0.456 0 1 19 26 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R DVLAFPAWPHEMMR N 3 1698.8010 1698.8020 0.0009 0 0.55 3.039 0.309 0 3 20 52 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R DVLAFPAWPHEMMR N 2 1698.8010 1698.8025 0.0014 0 0.85 3.183 0.453 0 1 21 26 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R DVLAFPAWPHEMMR N 3 1698.8010 1698.8042 0.0031 0 1.85 3.2 0.374 0 3 21 52 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R DVLAFPAWPHEMMR N 3 1698.8010 1698.7970 -0.0040 0 -2.36 2.866 0.317 0 19 19 52 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R DVLAFPAWPHEMMR N 2 1698.8010 1698.8039 0.0029 0 1.71 2.924 0.367 0 1 18 26 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R DVLAFPAWPHEMMR N 2 1698.8010 1698.8030 0.0019 0 1.13 3.228 0.508 0 1 18 26 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9999 R DVLAFPAWPHEMMR N 3 1698.8010 1698.8010 0.0000 0 0.01 2.873 0.237 0.1 2 21 52 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9994 R DVLAFPAWPHEMMR N 3 1698.8010 1698.8003 -0.0007 0 -0.42 2.574 0.225 0 6 19 52 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9990 R DVLAFPAWPHEMMR N 3 1698.8010 1698.8001 -0.0009 0 -0.53 2.583 0.225 0 19 19 52 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9983 R DVLAFPAWPHEMMR N 2 1714.8010 1714.8043 0.0033 0 1.91 3.797 0.32 0 1 18 26 2 0 1 DVLAFPAWPHEMM[147]R
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9890 R DVLAFPAWPHEMMR N 3 1730.8010 1730.7931 -0.0080 0 -4.61 2.079 0.127 0.5 1 21 52 2 0 1 DVLAFPAWPHEM[147]M[147]R
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9868 R DVLAFPAWPHEMMR N 3 1730.8010 1730.7952 -0.0058 0 -3.34 2.229 0.121 0.3 3 19 52 2 0 1 DVLAFPAWPHEM[147]M[147]R
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9837 R DVLAFPAWPHEMMR N 3 1698.8010 1698.9382 0.1371 0 80.73 2.449 0.148 1.3 82 16 52 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9598 R DVLAFPAWPHEMMR N 3 1714.8010 1714.7992 -0.0019 0 -1.09 2.663 0.352 0 1 20 52 2 0 1 DVLAFPAWPHEMM[147]R
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9590 R DVLAFPAWPHEMMR N 3 1714.8010 1714.7988 -0.0022 0 -1.30 2.979 0.358 0 5 20 52 2 0 1 DVLAFPAWPHEM[147]MR
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9343 R DVLAFPAWPHEMMR N 3 1714.8010 1714.7995 -0.0015 0 -0.88 2.852 0.293 0.1 12 19 52 2 0 1 DVLAFPAWPHEMM[147]R
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9314 R DVLAFPAWPHEMMR N 3 1714.8010 1714.7986 -0.0024 0 -1.41 2.478 0.32 0.1 2 20 52 2 0 1 DVLAFPAWPHEMM[147]R
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9231 R DVLAFPAWPHEMMR N 3 1714.8010 1714.7942 -0.0068 0 -3.97 2.409 0.278 0.1 2 19 52 2 0 1 DVLAFPAWPHEMM[147]R
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9988 R EGYMFDLNR R 2 1159.5019 1159.4961 -0.0059 0 -5.05 2.028 0.271 0.3 7 10 16 2 0 1 EGYM[147]FDLNR
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9946 R EGYMFDLNR R 2 1159.5019 1159.5000 -0.0020 0 -1.68 1.769 0.267 0.5 16 10 16 2 0 1 EGYM[147]FDLNR
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9648 R EGYMFDLNRR Y 3 1299.6030 1299.6057 0.0026 0 2.04 1.316 0.215 1.3 7 16 36 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9502 R EGYMFDLNRR Y 3 1299.6030 1299.6023 -0.0007 0 -0.57 1.329 0.221 0.9 32 13 36 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9982 A FPAWPHEMMR N 2 1300.5845 1300.6054 0.0209 0 16.09 2.708 0.325 0 1 15 18 1 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 K LGPLNPDLSILGGSK L 2 1479.8297 1479.8254 -0.0043 0 -2.89 3.434 0.405 0 1 21 28 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 K LGPLNPDLSILGGSK L 2 1479.8297 1479.8254 -0.0043 0 -2.89 3.85 0.414 0 1 19 28 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R LTYEYFER A 2 1119.5237 1119.5260 0.0023 0 2.01 2.813 0.344 0 1 13 14 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9999 R LTYEYFER A 2 1119.5237 1119.5254 0.0017 0 1.54 2.433 0.292 0 1 13 14 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9981 R LTYEYFER A 1 1119.5237 1119.5196 -0.0041 0 -3.70 1.952 0.2 0.2 2 10 14 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9976 R LTYEYFER A 1 1119.5237 1119.5268 0.0031 0 2.73 1.752 0.151 1.5 1 10 14 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R QQSDYVERDVLAFPAWPHEMMR N 3 2704.2526 2704.2568 0.0042 0 1.54 4.683 0.398 0 1 29 84 2 1 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9998 R QQSDYVERDVLAFPAWPHEMMR N 4 2736.2526 2736.2458 -0.0068 0 -2.50 3.182 0.221 0.2 2 34 126 2 1 1 QQSDYVERDVLAFPAWPHEM[147]M[147]R
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9338 M SDNDTDDVRTDGSGTGIVSPDDETPAWSER K 3 3193.3555 3193.3582 0.0026 0 0.83 3.423 0.288 0.1 20 25 116 2 1 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9993 M SDNDTDDVRTDGSGTGIVSPDDETPAWSERK E 3 3321.4505 3322.4536 1.0031 -1.0034 -0.07 5.272 0.344 0 1 32 120 2 1 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 0.9959 M SDNDTDDVRTDGSGTGIVSPDDETPAWSERK E 4 3321.4505 3321.4572 0.0067 0 2.02 3.403 0.261 0 1 46 180 2 1 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R TDGSGTGIVSPDDETPAWSER K 2 2175.9556 2176.9503 0.9947 -1.0034 -3.99 4.052 0.495 0 1 19 40 2 0 1
Q5V428_HALMA 1 Cytochrome b(C-terminal)\b6 rrnAC0731 rrnAC0731 254 38.2 16 65 1 R TDGSGTGIVSPDDETPAWSER K 2 2175.9556 2175.9613 0.0057 0 2.60 4.042 0.383 0 1 22 40 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R VGKDSIIAGDNGMVR Y 3 1546.7824 1546.7768 -0.0056 0 -3.63 3.635 0.303 0.1 1 24 56 2 1 1 VGKDSIIAGDNGM[147]VR
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R AATNAEVTFTTTTEGTFFGK A 2 2092.9953 2092.9925 -0.0028 0 -1.34 5.666 0.533 0 1 27 38 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9990 R AATNAEVTFTTTTEGTFFGK A 2 2092.9953 2094.0054 1.0101 -1.0034 3.24 3.65 0.15 0 1 20 38 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9981 R AATNAEVTFTTTTEGTFFGK A 2 2092.9953 2095.0054 2.0101 -2.0067 1.64 4.269 0.072 0 1 20 38 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9023 R AATNAEVTFTTTTEGTFFGK A 2 2092.9953 2094.9854 1.9901 -2.0067 -7.92 2.656 0.042 0.2 2 16 38 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R AKNVQVEIQDDKLDAPIEVK S 3 2251.2060 2251.2096 0.0035 0 1.57 7.069 0.413 0 1 41 76 2 2 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R AKNVQVEIQDDKLDAPIEVK S 3 2251.2060 2251.2083 0.0023 0 1.00 6.692 0.381 0 1 40 76 2 2 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R AKNVQVEIQDDKLDAPIEVK S 4 2251.2060 2251.2087 0.0027 0 1.18 5.524 0.355 0 1 52 114 2 2 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9988 R AVSFGPLDDTER Q 2 1305.6201 1306.6054 0.9853 -1.0034 -13.81 2.755 0.22 0 1 14 22 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9982 R AVSFGPLDDTER Q 2 1305.6201 1306.6254 1.0053 -1.0034 1.51 2.683 0.209 0 1 17 22 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9965 R AVSFGPLDDTER Q 2 1305.6201 1306.6254 1.0053 -1.0034 1.51 2.55 0.193 0 1 17 22 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R DITLEVENEPR F 2 1313.6463 1313.6515 0.0051 0 3.91 3.385 0.214 0 1 17 20 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R DITLEVENEPR F 2 1313.6463 1313.6489 0.0026 0 1.96 3.281 0.229 0 1 17 20 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R DITLEVENEPR F 2 1313.6463 1313.6485 0.0022 0 1.68 3.371 0.226 0 1 18 20 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R DITLEVENEPR F 2 1313.6463 1313.6491 0.0028 0 2.15 3.497 0.223 0 1 17 20 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K EYSSSVEIRYDESDGDTR F 3 2106.8978 2106.8977 -0.0001 0 -0.05 3.442 0.359 0 1 29 68 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9996 K EYSSSVEIRYDESDGDTR F 2 2106.8978 2106.9020 0.0041 0 1.96 3.124 0.289 0 1 16 34 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9986 K EYSSSVEIRYDESDGDTR F 2 2106.8978 2106.9007 0.0029 0 1.38 2.903 0.247 0.1 1 17 34 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9973 K EYSSSVEIRYDESDGDTR F 3 2106.8978 2106.8996 0.0017 0 0.82 2.704 0.195 0.5 1 27 68 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9958 K EYSSSVEIRYDESDGDTR F 3 2106.8978 2106.9003 0.0025 0 1.17 3.016 0.152 0.3 1 27 68 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9951 K EYSSSVEIRYDESDGDTR F 2 2106.8978 2107.3854 0.4876 0 231.44 2.466 0.306 0.3 12 10 34 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9587 K EYSSSVEIRYDESDGDTR F 3 2106.8978 2106.9003 0.0025 0 1.17 2.757 0.076 0.3 1 26 68 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R FTGSLTIGVPVR A 2 1245.7081 1245.7054 -0.0027 0 -2.15 3.125 0.522 0 1 19 22 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R FTGSLTIGVPVR A 2 1245.7081 1245.7054 -0.0027 0 -2.15 2.681 0.35 0 1 16 22 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K GNEAAFEEEVQR A 2 1377.6160 1377.6159 -0.0001 0 -0.06 2.838 0.455 0 1 18 22 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K GNEAAFEEEVQR A 2 1377.6160 1377.6167 0.0006 0 0.47 2.943 0.463 0 1 18 22 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K GNEAAFEEEVQR A 2 1377.6160 1377.6054 -0.0106 0 -7.68 2.306 0.41 0 1 16 22 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R IEVGNAKPGIYEVPVVIEYSHTR A 4 2569.3540 2569.3586 0.0046 0 1.78 3.141 0.259 0 1 40 132 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R IEVGNAKPGIYEVPVVIEYSHTR A 4 2569.3540 2569.3610 0.0070 0 2.73 3.052 0.401 0 2 40 132 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R IEVGNAKPGIYEVPVVIEYSHTR A 4 2569.3540 2569.3620 0.0080 0 3.11 2.874 0.333 0 1 44 132 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R IEVGNAKPGIYEVPVVIEYSHTR A 4 2569.3540 2569.3618 0.0077 0 3.01 2.801 0.243 0.2 1 41 132 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R IEVGNAKPGIYEVPVVIEYSHTR A 3 2569.3540 2569.3566 0.0026 0 1.00 6.327 0.509 0 1 40 88 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R IEVGNAKPGIYEVPVVIEYSHTR A 3 2569.3540 2569.3767 0.0227 0 8.84 5.864 0.46 0 1 35 88 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R IEVGNAKPGIYEVPVVIEYSHTR A 3 2569.3540 2569.3742 0.0201 0 7.84 6.032 0.429 0 1 33 88 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R KGNEAAFEEEVQR A 2 1505.7110 1505.7137 0.0027 0 1.79 3.802 0.417 0 1 18 24 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R KGNEAAFEEEVQR A 2 1505.7110 1505.7121 0.0011 0 0.74 4.138 0.388 0 1 20 24 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9999 R KGNEAAFEEEVQR A 3 1505.7110 1505.7121 0.0011 0 0.73 4.408 0.12 0 1 27 48 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9998 R KGNEAAFEEEVQR A 3 1505.7110 1505.7082 -0.0029 0 -1.89 2.92 0.193 0 1 23 48 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K LFTNDPLSSSDDGAYLGTVEPGETVTATFR V 2 3159.4884 3159.4959 0.0075 0 2.38 4.42 0.599 0 1 22 58 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K NVQVEIQDDKLDAPIEVK S 3 2052.0739 2052.0767 0.0028 0 1.34 3.831 0.368 0 1 31 68 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K NVQVEIQDDKLDAPIEVK S 2 2052.0739 2052.0794 0.0055 0 2.69 5.974 0.475 0 1 25 34 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K NVQVEIQDDKLDAPIEVK S 3 2052.0739 2052.0765 0.0026 0 1.25 3.826 0.367 0 1 33 68 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K NVQVEIQDDKLDAPIEVK S 2 2052.0739 2052.0802 0.0063 0 3.05 5.97 0.495 0 1 26 34 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K NVQVEIQDDKLDAPIEVK S 3 2052.0739 2052.0781 0.0042 0 2.06 3.871 0.337 0 1 34 68 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K NVQVEIQDDKLDAPIEVK S 3 2052.0739 2052.0741 0.0002 0 0.09 3.703 0.35 0 1 34 68 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 K QTIGTIADGQQVPLDFR I 2 1857.9585 1858.9654 1.0069 -1.0034 1.92 4.89 0.518 0 1 26 32 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 F RIEVGNAKPGIYEVPVVIEYSHTR A 4 2725.4551 2726.4509 0.9958 -1.0034 -2.78 7.376 0.62 0 1 52 138 1 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 F RIEVGNAKPGIYEVPVVIEYSHTR A 4 2725.4551 2725.4604 0.0053 0 1.93 6.782 0.566 0 1 49 138 1 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R SFEISEVQATDFR V 2 1527.7205 1527.7209 0.0004 0 0.26 3.195 0.293 0 1 19 24 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R SGEVVRDITLEVENEPR F 3 1940.9803 1940.9818 0.0015 0 0.78 4.6 0.245 0 1 34 64 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9999 R SGEVVRDITLEVENEPR F 2 1940.9803 1940.9865 0.0062 0 3.21 4.51 0.238 0 1 24 32 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R SIGSLAPGEDTTVSVR M 2 1587.8104 1587.8102 -0.0003 0 -0.17 2.99 0.446 0 1 21 30 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R SIGSLAPGEDTTVSVR M 2 1587.8104 1587.8122 0.0018 0 1.14 3.168 0.467 0 1 23 30 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R SIGSLAPGEDTTVSVR M 2 1587.8104 1587.8124 0.0019 0 1.21 3.328 0.466 0 1 22 30 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R SIGSLAPGEDTTVSVR M 2 1587.8104 1587.8137 0.0033 0 2.06 3.224 0.458 0 1 20 30 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9999 R SIGSLAPGEDTTVSVR M 2 1587.8104 1587.8102 -0.0003 0 -0.17 3.093 0.233 0.1 1 22 30 2 0 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R VGKDSIIAGDNGMVR Y 2 1530.7824 1530.7843 0.0019 0 1.21 4.637 0.44 0 1 22 28 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 1 R VGKDSIIAGDNGMVR Y 2 1530.7824 1530.7804 -0.0021 0 -1.34 3.793 0.368 0 1 18 28 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9922 R VGKDSIIAGDNGMVR Y 3 1530.7824 1531.7682 0.9858 -1.0034 -11.47 2.995 0.163 0.1 1 25 56 2 1 1
Q5V7M2_HALMA 1 Hypothetical protein pNG5070 pNG5070 549 41.2 17 63 0.9772 R VGKDSIIAGDNGMVR Y 2 1530.7824 1531.7688 0.9863 -1.0034 -11.11 2.825 0.201 0.1 1 19 28 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9987 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 5 4090.8901 4092.9136 2.0235 -2.0067 4.11 4.445 0.13 0.1 1 60 280 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9975 R AAAGEDDGTAIRDQMR A 2 1675.7584 1675.7593 0.0008 0 0.49 2.529 0.267 0.3 1 17 30 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9970 R AAAGEDDGTAIRDQMR A 3 1675.7584 1675.7585 0.0001 0 0.05 1.913 0.269 0.1 1 25 60 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9823 R AAAGEDDGTAIRDQMR A 2 1675.7584 1675.7569 -0.0015 0 -0.89 2.821 0.116 0.4 1 16 30 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9622 R AAAGEDDGTAIRDQMR A 3 1675.7584 1675.7587 0.0003 0 0.16 1.702 0.191 0.3 1 24 60 2 1 1



Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9460 R AAAGEDDGTAIRDQMR A 2 1675.7584 1675.7611 0.0027 0 1.59 2.394 0.113 1.3 1 16 30 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R ADDLPGNVGHDMTNVR G 2 1709.7791 1709.7779 -0.0012 0 -0.70 3.706 0.519 0 1 18 30 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9206 R ADDLPGNVGHDMTNVR G 3 1709.7791 1709.7806 0.0015 0 0.86 2.172 0.031 0.7 2 24 60 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9087 R ADDLPGNVGHDMTNVR G 3 1709.7791 1709.7801 0.0009 0 0.54 1.808 0.074 2.8 3 24 60 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R ADMDILVPDGLRADDLPGNVGHDMTNVR G 3 3021.4335 3022.4482 1.0146 -1.0034 3.74 4.063 0.346 0 1 28 108 2 1 1 ADM[147]DILVPDGLRADDLPGNVGHDMTNVR
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9999 R ADMDILVPDGLRADDLPGNVGHDMTNVR G 4 3005.4335 3006.4509 1.0174 -1.0034 4.67 2.776 0.275 0 1 46 162 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9791 R ADMDILVPDGLRADDLPGNVGHDMTNVR G 4 3021.4335 3021.4333 -0.0002 0 -0.08 2.615 0.181 0.8 104 29 162 2 1 1 ADM[147]DILVPDGLRADDLPGNVGHDMTNVR
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9656 R ADMDILVPDGLRADDLPGNVGHDMTNVR G 4 3021.4335 3021.4348 0.0012 0 0.41 2.199 0.144 1.9 61 32 162 2 1 1 ADM[147]DILVPDGLRADDLPGNVGHDMTNVR
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R DADNGFSVDTQFENTETKPSR G 2 2357.0407 2359.0301 1.9894 -2.0067 -7.34 3.894 0.428 0 1 19 40 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R DADNGFSVDTQFENTETKPSR G 3 2357.0407 2357.0447 0.0040 0 1.69 3.797 0.267 0 1 28 80 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R DADNGFSVDTQFENTETKPSR G 3 2357.0407 2357.0416 0.0009 0 0.37 3.613 0.344 0 1 28 80 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R DADNGFSVDTQFENTETKPSR G 2 2357.0407 2359.0384 1.9977 -2.0067 -3.82 4.143 0.318 0 1 20 40 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R DADNGFSVDTQFENTETKPSR G 2 2357.0407 2357.0416 0.0009 0 0.37 4.671 0.512 0 1 21 40 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R DADNGFSVDTQFENTETKPSR G 2 2357.0407 2357.0479 0.0072 0 3.06 5.105 0.438 0 1 20 40 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R DADNGFSVDTQFENTETKPSR G 3 2357.0407 2359.0282 1.9874 -2.0067 -8.17 3.368 0.339 0.1 1 23 80 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9997 R DADNGFSVDTQFENTETKPSR G 3 2357.0407 2359.0282 1.9874 -2.0067 -8.17 3.327 0.244 0.1 3 25 80 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9996 R DADNGFSVDTQFENTETKPSR G 3 2357.0407 2359.0282 1.9874 -2.0067 -8.17 3.296 0.229 0.1 2 24 80 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K ESAAILFLNNAYGNGLSNGFTK T 3 2300.1437 2302.1482 2.0044 -2.0067 -0.98 4.348 0.332 0 1 29 84 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R GTNPSSAGPGIEYFK S 2 1523.7256 1523.7274 0.0018 0 1.16 3.405 0.481 0 1 20 28 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R GTNPSSAGPGIEYFK S 2 1523.7256 1523.7265 0.0009 0 0.60 3.422 0.511 0 1 20 28 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R GTNPSSAGPGIEYFK S 2 1523.7256 1523.7267 0.0010 0 0.68 3.509 0.462 0 1 20 28 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K LQGSLLAQIAAER L 2 1368.7725 1368.6254 -0.1471 0 -107.45 2.468 0.359 0 1 19 24 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9999 K LQGSLLAQIAAERLEK E 3 1738.9941 1738.9954 0.0013 0 0.76 2.425 0.352 0 2 25 60 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 4 4090.8901 4090.9028 0.0127 0 3.09 7.182 0.481 0 1 51 210 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 4 4090.8901 4092.8909 2.0008 -2.0067 -1.45 7.413 0.477 0 1 59 210 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 5 4090.8901 4090.9002 0.0101 0 2.46 4.557 0.288 0.1 1 57 280 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 4 4106.8901 4106.9064 0.0163 0 3.97 7.429 0.505 0 1 57 210 2 2 1 NFYENFDRADM[147]DILVPDGLRADDLPGNVGHDMTNVR
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 5 4090.8901 4090.9011 0.0110 0 2.69 4.989 0.374 0 3 56 280 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 4 4090.8901 4092.8909 2.0008 -2.0067 -1.45 6.569 0.448 0 1 54 210 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 5 4106.8901 4106.8917 0.0016 0 0.39 3.759 0.268 0.2 1 54 280 2 2 1 NFYENFDRADMDILVPDGLRADDLPGNVGHDM[147]TNVR
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9988 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 5 4090.8901 4092.9136 2.0235 -2.0067 4.11 4.599 0.203 0.1 4 57 280 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9985 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 5 4106.8901 4106.8911 0.0010 0 0.24 3.415 0.077 0.9 1 55 280 2 2 1 NFYENFDRADM[147]DILVPDGLRADDLPGNVGHDMTNVR
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9929 R NFYENFDRADMDILVPDGLRADDLPGNVGHDMTNVR G 5 4106.8901 4106.8820 -0.0082 0 -1.99 3.689 0.045 0.4 3 49 280 2 2 1 NFYENFDRADM[147]DILVPDGLRADDLPGNVGHDMTNVR
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 D PETLVIIGYPESGNK I 2 1615.8457 1615.8453 -0.0004 0 -0.26 4.219 0.526 0 1 22 28 1 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K SAYQDEYDSAPGPFNQQSFDAAAVLMLAR A 3 3161.4400 3161.4450 0.0049 0 1.56 5.483 0.604 0 1 38 112 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K SAYQDEYDSAPGPFNQQSFDAAAVLMLAR A 2 3161.4400 3161.4515 0.0115 0 3.63 5.62 0.553 0 1 24 56 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K SAYQDEYDSAPGPFNQQSFDAAAVLMLAR A 3 3161.4400 3163.4482 2.0081 -2.0067 0.46 4.138 0.419 0 5 24 112 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K SAYQDEYDSAPGPFNQQSFDAAAVLMLAR A 3 3161.4400 3163.4482 2.0081 -2.0067 0.46 4.62 0.374 0 1 29 112 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9981 K SAYQDEYDSAPGPFNQQSFDAAAVLMLAR A 3 3161.4400 3161.4457 0.0057 0 1.80 3.128 0.198 0.5 28 23 112 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R SSYTSQLQNTLDGDPETLVIIGYPESGNK I 2 3125.5040 3125.5086 0.0046 0 1.48 3.986 0.529 0 1 23 56 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9285 R SSYTSQLQNTLDGDPETLVIIGYPESGNK I 3 3125.5040 3125.5065 0.0025 0 0.79 2.603 0.074 3.1 43 21 112 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R SSYTSQLQNTLDGDPETLVIIGYPESGNKIFR N 3 3541.7576 3541.7711 0.0135 0 3.82 8.115 0.572 0 1 41 124 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R SSYTSQLQNTLDGDPETLVIIGYPESGNKIFR N 3 3541.7576 3541.7656 0.0080 0 2.27 8.173 0.494 0 1 46 124 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K TFEEEYGGEVLNQVSYSAGR S 2 2234.0127 2234.0169 0.0042 0 1.89 4.531 0.485 0 1 23 38 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K TFEEEYGGEVLNQVSYSAGR S 2 2234.0127 2234.0174 0.0047 0 2.11 5.515 0.486 0 1 27 38 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K TFEEEYGGEVLNQVSYSAGR S 2 2234.0127 2234.0169 0.0042 0 1.89 5.714 0.507 0 1 29 38 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 K TFEEEYGGEVLNQVSYSAGR S 2 2234.0127 2234.0096 -0.0031 0 -1.39 4.352 0.506 0 1 27 38 2 0 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9999 R TPPTDKLQGSLLAQIAAER L 3 2008.0953 2008.0986 0.0033 0 1.63 3.124 0.285 0.1 1 27 72 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9999 R TPPTDKLQGSLLAQIAAER L 3 2008.0953 2008.1026 0.0073 0 3.63 3.101 0.299 0.1 1 30 72 2 1 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R TPPTDKLQGSLLAQIAAERLEK E 4 2378.3169 2378.3222 0.0053 0 2.22 2.202 0.264 0 1 43 126 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 1 R TPPTDKLQGSLLAQIAAERLEK E 3 2378.3169 2379.3382 1.0212 -1.0034 7.53 5.351 0.541 0 1 39 84 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9998 R TPPTDKLQGSLLAQIAAERLEK E 4 2378.3169 2378.3232 0.0063 0 2.63 1.835 0.203 0.5 1 49 126 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9984 R TPPTDKLQGSLLAQIAAERLEK E 4 2378.3169 2378.3210 0.0041 0 1.71 1.513 0.131 1.4 1 54 126 2 2 1
Q5UWG3_HALMA 1 Putative extracellular ligand binding protein rrnB0207 rrnB0207 414 51.4 16 60 0.9965 R TPPTDKLQGSLLAQIAAERLEK E 4 2378.3169 2378.3198 0.0028 0 1.20 1.873 0.091 1 1 43 126 2 2 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLRDAGVL - 2 3174.6660 3174.6786 0.0125 0 3.95 4.12 0.589 0 1 20 58 2 1 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R GDDETMSWLQAMQDHGITTYDDEFR V 3 2960.2229 2961.2182 0.9952 -1.0034 -2.74 4.311 0.449 0 1 37 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R GDDETMSWLQAMQDHGITTYDDEFR V 3 2960.2229 2960.2346 0.0117 0 3.94 4.79 0.533 0 1 43 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R GDDETMSWLQAMQDHGITTYDDEFR V 3 2960.2229 2960.2327 0.0098 0 3.32 4.802 0.558 0 1 39 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R HVLSAEAQEFFATR T 2 1604.7947 1606.7383 1.9435 -2.0067 -39.36 3.306 0.385 0 1 21 26 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R HVLSAEAQEFFATR T 3 1604.7947 1604.7969 0.0022 0 1.35 4.325 0.4 0 1 26 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R HVLSAEAQEFFATR T 2 1604.7947 1604.7999 0.0052 0 3.23 4.027 0.546 0 1 23 26 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R HVLSAEAQEFFATR T 3 1604.7947 1604.7980 0.0033 0 2.04 4.4 0.341 0 1 27 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R HVLSAEAQEFFATR T 2 1604.7947 1604.7972 0.0025 0 1.55 4.838 0.545 0 1 24 26 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R HVLSAEAQEFFATR T 2 1604.7947 1604.7977 0.0030 0 1.86 5.091 0.618 0 1 24 26 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R HVLSAEAQEFFATR T 3 1604.7947 1604.7971 0.0024 0 1.47 4.489 0.342 0 1 27 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9999 R HVLSAEAQEFFATR T 3 1604.7947 1605.4882 0.6934 -1.0034 -193.11 2.967 0.361 0.2 239 17 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9989 R HVLSAEAQEFFATR T 3 1604.7947 1605.4582 0.6634 -1.0034 -211.80 2.675 0.284 0 69 18 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9986 R HVLSAEAQEFFATR T 3 1604.7947 1605.8012 1.0065 -1.0034 1.97 2.706 0.193 0.1 1 24 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9861 R HVLSAEAQEFFATR T 3 1604.7947 1604.7982 0.0034 0 2.15 2.208 0.18 2.3 75 19 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9770 R HVLSAEAQEFFATR T 3 1604.7947 1605.4882 0.6934 -1.0034 -193.11 2.215 0.243 0.5 466 16 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9725 R HVLSAEAQEFFATR T 3 1604.7947 1605.5782 0.7834 -1.0034 -137.03 2.421 0.18 0.7 80 19 52 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2719.4437 0.0157 0 5.78 5.126 0.336 0 1 30 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.957 0.293 0.1 2 26 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2719.4373 0.0093 0 3.43 5.216 0.41 0 1 34 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2719.4355 0.0075 0 2.75 4.666 0.35 0 1 37 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 2 2719.4280 2719.4344 0.0064 0 2.35 5.165 0.597 0 1 26 48 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 2 2719.4280 2720.4254 0.9974 -1.0034 -2.18 5.348 0.581 0 1 28 48 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 3.874 0.307 0 1 26 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4282 2.0001 -2.0067 -2.41 4.207 0.365 0 1 30 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 4.391 0.344 0 1 32 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 4.642 0.294 0 1 32 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9999 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 3.939 0.23 0.1 1 29 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9999 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 3.982 0.232 0 1 28 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9998 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 3.968 0.224 0.1 1 28 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9998 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.678 0.226 0 1 29 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9997 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.458 0.257 0 4 26 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9997 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.425 0.238 0.1 1 27 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9997 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 3.221 0.253 0.2 1 26 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9992 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4282 2.0001 -2.0067 -2.41 3.382 0.2 0.2 1 28 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9991 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 4.13 0.179 0 5 27 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9977 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.477 0.172 0.1 3 26 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9974 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.609 0.191 0.1 16 23 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9968 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.524 0.169 0.2 6 24 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9924 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 3.643 0.107 0.1 2 25 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9870 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.376 0.146 0.2 23 23 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9755 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.653 0.089 0 12 24 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9733 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.503 0.074 0.3 4 26 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9622 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4582 2.0301 -2.0067 8.62 3.431 0.037 0.1 1 29 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9497 R IDELNPPEINLTELADVAGTVDLLR D 4 2719.4280 2719.4377 0.0097 0 3.55 2.902 0.058 3.6 33 33 144 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 0.9425 R IDELNPPEINLTELADVAGTVDLLR D 3 2719.4280 2721.4882 2.0601 -2.0067 19.65 3.516 0.047 0.3 7 25 96 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R IDELNPPEINLTELADVAGTVDLLRDAGVL - 2 3174.6660 3175.6654 0.9994 -1.0034 -1.24 4.57 0.632 0 1 24 58 2 1 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R TFAYPMIPGVAPVGDLPR I 2 1899.9917 1899.9925 0.0008 0 0.42 3.198 0.413 0 1 23 34 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R TFAYPMIPGVAPVGDLPR I 2 1899.9917 1899.9909 -0.0008 0 -0.41 3.59 0.455 0 1 24 34 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R TFAYPMIPGVAPVGDLPR I 2 1899.9917 1899.9941 0.0024 0 1.26 3.699 0.455 0 1 27 34 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R TFAYPMIPGVAPVGDLPR I 2 1899.9917 1899.9946 0.0029 0 1.52 3.877 0.463 0 1 26 34 2 0 1
Q5V3M0_HALMA 1 Iron-binding protein ibp rrnAC0906 401 21.7 5 60 1 R TFAYPMIPGVAPVGDLPR I 2 1915.9917 1915.9953 0.0036 0 1.88 4.56 0.53 0 1 25 34 2 0 1 TFAYPM[147]IPGVAPVGDLPR
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9586 -0.0018 0 -1.06 3.848 0.408 0 1 36 68 2 0 1



Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1740.9642 1.0038 -1.0034 0.24 4.418 0.476 0 1 33 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 2 1739.9604 1740.9654 1.0050 -1.0034 0.96 5.087 0.484 0 1 22 34 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 2 1739.9604 1740.9654 1.0050 -1.0034 0.96 5.589 0.545 0 1 24 34 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9635 0.0031 0 1.78 5.416 0.474 0 1 35 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9644 0.0040 0 2.31 3.686 0.333 0 1 30 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9630 0.0025 0 1.46 5.055 0.455 0 1 39 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9622 0.0018 0 1.04 4.227 0.4 0 1 33 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9586 -0.0018 0 -1.06 3.556 0.408 0 1 28 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 2 1739.9604 1739.9635 0.0031 0 1.75 5.551 0.486 0 1 23 34 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9599 -0.0006 0 -0.32 3.885 0.403 0 1 34 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 3 1739.9604 1740.9682 1.0077 -1.0034 2.53 4.608 0.425 0 1 33 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R AIGETAPLLMIGAAASVR L 2 1739.9604 1740.9654 1.0050 -1.0034 0.96 4.845 0.527 0 1 24 34 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9997 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9646 0.0042 0 2.41 3.329 0.174 0.7 1 32 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9964 R AIGETAPLLMIGAAASVR L 3 1739.9604 1740.9382 0.9777 -1.0034 -14.71 3.269 0.158 0 5 24 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9799 R AIGETAPLLMIGAAASVR L 3 1739.9604 1739.9482 -0.0123 0 -7.04 2.566 0.13 1.1 45 23 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9269 R AIGETAPLLMIGAAASVR L 3 1739.9604 1740.6682 0.7077 -1.0034 -169.89 2.685 0.102 0.6 27 23 68 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R KPETGWHGENSDVNHLR G 3 1974.9296 1974.9301 0.0005 0 0.26 5.012 0.402 0 1 34 64 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R KPETGWHGENSDVNHLR G 2 1974.9296 1974.9331 0.0035 0 1.75 4.596 0.541 0 1 22 32 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R KPETGWHGENSDVNHLR G 2 1974.9296 1974.9347 0.0050 0 2.55 4.138 0.527 0 1 21 32 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R KPETGWHGENSDVNHLR G 3 1974.9296 1974.9327 0.0031 0 1.56 4.431 0.372 0 1 33 64 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R KPETGWHGENSDVNHLR G 3 1974.9296 1974.9298 0.0001 0 0.07 4.766 0.367 0 1 33 64 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R KPETGWHGENSDVNHLR G 4 1974.9296 1974.9282 -0.0015 0 -0.74 3.375 0.257 0 1 36 96 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9999 R KPETGWHGENSDVNHLR G 3 1974.9296 1975.9163 0.9867 -1.0034 -8.42 3.655 0.24 0 1 30 64 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9999 R KPETGWHGENSDVNHLR G 4 1974.9296 1975.9201 0.9905 -1.0034 -6.51 3.582 0.223 0.1 1 35 96 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9670 R KPETGWHGENSDVNHLR G 4 1974.9296 1975.9172 0.9876 -1.0034 -8.00 2.865 0.004 0.4 1 36 96 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 2 1681.7956 1681.7938 -0.0018 0 -1.09 3.751 0.602 0 1 22 28 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 2 1681.7956 1681.7975 0.0018 0 1.09 3.688 0.56 0 1 20 28 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 3 1681.7956 1681.8082 0.0125 0 7.46 3.622 0.434 0 2 27 56 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 2 1681.7956 1681.7983 0.0027 0 1.60 3.744 0.343 0 1 19 28 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 2 1681.7956 1681.7988 0.0032 0 1.89 3.45 0.267 0 1 19 28 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 2 1681.7956 1681.7983 0.0027 0 1.60 3.636 0.567 0 1 22 28 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 2 1713.7956 1713.7932 -0.0024 0 -1.42 4.422 0.507 0 1 21 28 2 0 1 LAPNSFFDVASM[147]M[147]PR
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 3 1681.7956 1681.8082 0.0125 0 7.46 4.027 0.432 0 1 32 56 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 2 1713.7956 1713.7909 -0.0048 0 -2.78 3.175 0.513 0 1 18 28 2 0 1 LAPNSFFDVASM[147]M[147]PR
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R LAPNSFFDVASMMPR Q 2 1681.7956 1681.7961 0.0005 0 0.29 3.539 0.579 0 1 21 28 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9681 R LAPNSFFDVASMMPR Q 2 1697.7956 1698.8054 1.0098 -1.0034 3.81 3.267 0.182 0 1 19 28 2 0 1 LAPNSFFDVASM[147]MPR
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9088 R LAPNSFFDVASMMPR Q 3 1697.7956 1697.9721 0.1765 0 103.96 2.801 0.257 0.1 23 19 56 2 0 1 LAPNSFFDVASMM[147]PR
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QIFSWSSELDPAFR H 2 1681.8100 1681.8098 -0.0002 0 -0.14 3.091 0.413 0 1 18 26 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QIFSWSSELDPAFR H 2 1681.8100 1681.8121 0.0021 0 1.24 4.157 0.445 0 1 20 26 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QIFSWSSELDPAFR H 3 1681.8100 1682.8282 1.0181 -1.0034 8.80 4.645 0.255 0 1 29 52 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9997 R QIFSWSSELDPAFR H 2 1681.8100 1681.8105 0.0005 0 0.30 2.501 0.285 0 4 14 26 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2752 -0.0024 0 -1.12 5.344 0.494 0 1 31 40 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 3 2130.2776 2130.2805 0.0029 0 1.34 4.652 0.464 0 1 36 80 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2782 0.0005 0 0.26 5.554 0.53 0 1 31 40 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 3 2130.2776 2130.2814 0.0038 0 1.77 5.37 0.545 0 1 37 80 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2789 0.0013 0 0.60 5.878 0.519 0 1 30 40 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 3 2130.2776 2130.2781 0.0005 0 0.22 5.22 0.525 0 1 35 80 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2765 -0.0012 0 -0.54 5.312 0.497 0 1 25 40 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 3 2130.2776 2130.2803 0.0027 0 1.25 5.478 0.472 0 1 37 80 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2801 0.0025 0 1.17 5.392 0.505 0 1 31 40 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 3 2130.2776 2130.2819 0.0043 0 2.03 5.371 0.489 0 1 35 80 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2777 0.0001 0 0.03 5.347 0.507 0 1 30 40 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 3 2130.2776 2130.2796 0.0019 0 0.91 5.492 0.491 0 1 38 80 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 3 2130.2776 2130.2832 0.0056 0 2.63 5.005 0.503 0 1 37 80 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2811 0.0035 0 1.63 5.642 0.485 0 1 33 40 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 1 R QVVLPEALPGILTGTILALGR A 3 2130.2776 2130.2792 0.0016 0 0.74 4.689 0.446 0 1 33 80 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9996 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2818 0.0042 0 1.98 3.789 0.093 0.1 1 18 40 2 0 1
Q5V224_HALMA 1 Phosphate ABC transporter permease protein pstA2 rrnAC1507 566 15 5 59 0.9993 R QVVLPEALPGILTGTILALGR A 2 2130.2776 2130.2809 0.0032 0 1.52 3.439 0.096 0.4 1 18 40 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 K WEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3301.5561 3301.5612 0.0051 0 1.54 5.001 0.366 0 1 60 216 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9989 M ASEGSTYGDIHRYEPPR E 4 1933.8918 1933.8955 0.0036 0 1.88 2.841 0.322 0.1 1 33 96 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9947 M ASEGSTYGDIHRYEPPR E 3 1933.8918 1933.8914 -0.0004 0 -0.20 2.885 0.341 0 1 29 64 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9198 R AVYPYYK K 2 902.4538 902.4549 0.0010 0 1.16 1.572 0.082 3.4 2 10 12 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9891 K EFLPDVMIVK K 2 1189.6417 1189.6429 0.0012 0 1.00 1.834 0.164 0.2 2 13 18 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9867 K EFLPDVMIVK K 2 1189.6417 1189.6449 0.0031 0 2.65 1.784 0.219 0.2 15 13 18 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9767 K EFLPDVMIVK K 2 1189.6417 1189.6445 0.0028 0 2.34 1.76 0.181 0.3 10 13 18 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9265 K EFLPDVMIVK K 2 1189.6417 1189.6426 0.0008 0 0.70 1.636 0.155 0.4 17 12 18 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9964 K EFLPDVMIVKK R 2 1317.7366 1317.7454 0.0088 0 6.70 2.148 0.151 0.5 1 15 20 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KEFLPDVMIVK K 3 1317.7366 1317.7375 0.0009 0 0.67 4.021 0.308 0 1 26 40 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KEFLPDVMIVK K 2 1317.7366 1317.7488 0.0121 0 9.20 4.023 0.343 0 1 17 20 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KEFLPDVMIVK K 2 1317.7366 1317.7403 0.0037 0 2.81 3.521 0.295 0 1 17 20 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KEFLPDVMIVK K 3 1317.7366 1317.7400 0.0034 0 2.55 3.787 0.243 0.1 1 28 40 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KEFLPDVMIVK K 3 1317.7366 1317.7375 0.0009 0 0.67 3.74 0.266 0 1 28 40 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9999 R KEFLPDVMIVK K 2 1317.7366 1317.7341 -0.0025 0 -1.91 3.095 0.211 0.1 2 15 20 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9990 R KWEDLYIR Q 2 1121.5869 1121.5854 -0.0015 0 -1.32 2.178 0.198 0.2 2 11 14 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFK R 4 3289.5500 3289.5588 0.0088 0 2.66 4.832 0.549 0 1 48 162 2 2 1 KWEDLYIRQEDVDGTTM[147]ADGDKLAETFK
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFK R 3 3273.5500 3274.5682 1.0181 -1.0034 4.52 7.157 0.581 0 1 42 108 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFK R 4 3273.5500 3273.5519 0.0019 0 0.59 4.94 0.542 0 1 46 162 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFK R 4 3289.5500 3291.5709 2.0209 -2.0067 4.31 4.825 0.442 0 1 47 162 2 2 1 KWEDLYIRQEDVDGTTM[147]ADGDKLAETFK
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFK R 4 3273.5500 3273.5551 0.0051 0 1.56 6.683 0.587 0 1 45 162 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFK R 4 3273.5500 3273.5617 0.0117 0 3.57 6.372 0.527 0 1 51 162 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFK R 4 3273.5500 3273.5573 0.0073 0 2.23 6.02 0.555 0 1 46 162 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFKR A 4 3429.6511 3429.6599 0.0087 0 2.55 5.58 0.49 0 2 42 168 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3445.6511 3445.6493 -0.0018 0 -0.52 4.478 0.394 0 1 58 224 2 2 1 KWEDLYIRQEDVDGTTM[147]ADGDKLAETFKR
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3429.6511 3429.6560 0.0049 0 1.42 4.766 0.375 0 1 61 224 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3445.6511 3447.6636 2.0125 -2.0067 1.68 3.964 0.346 0 1 51 224 2 2 1 KWEDLYIRQEDVDGTTM[147]ADGDKLAETFKR
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3429.6511 3429.6578 0.0067 0 1.96 5.116 0.438 0 1 56 224 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFKR A 4 3429.6511 3429.6494 -0.0018 0 -0.51 4.731 0.524 0 1 43 168 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R KWEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3445.6511 3446.6636 1.0125 -1.0034 2.65 4.996 0.461 0 1 62 224 2 2 1 KWEDLYIRQEDVDGTTM[147]ADGDKLAETFKR
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9999 R KWEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3445.6511 3447.6636 2.0125 -2.0067 1.68 3.681 0.307 0.1 1 60 224 2 2 1 KWEDLYIRQEDVDGTTM[147]ADGDKLAETFKR
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R QEDVDGTTMADGDKLAETFK R 3 2169.9736 2169.9765 0.0028 0 1.31 3.144 0.394 0 1 27 76 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R QEDVDGTTMADGDKLAETFK R 3 2169.9736 2169.9799 0.0063 0 2.91 3.246 0.442 0 1 30 76 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R QEDVDGTTMADGDKLAETFKR A 4 2326.0747 2326.0790 0.0043 0 1.86 3.702 0.366 0 2 39 120 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R QEDVDGTTMADGDKLAETFKR A 4 2326.0747 2326.0805 0.0058 0 2.49 3.851 0.395 0 1 41 120 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9998 R QEDVDGTTMADGDKLAETFKR A 2 2326.0747 2326.0880 0.0133 0 5.70 2.935 0.357 0 1 17 40 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9569 R QEDVDGTTMADGDKLAETFKR A 4 2342.0747 2342.0695 -0.0052 0 -2.22 3.34 0.13 0.1 89 33 120 2 1 1 QEDVDGTTM[147]ADGDKLAETFKR
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIR Q 3 1277.6880 1277.6884 0.0004 0 0.30 4.102 0.261 0 1 25 32 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIR Q 3 1277.6880 1277.6912 0.0031 0 2.45 4.364 0.252 0 1 24 32 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIR Q 2 1277.6880 1277.6905 0.0025 0 1.96 3.513 0.341 0 1 14 16 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIR Q 2 1277.6880 1277.6895 0.0015 0 1.19 3.453 0.388 0 1 14 16 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIR Q 3 1277.6880 1277.6908 0.0028 0 2.16 4.203 0.215 0 1 24 32 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIR Q 3 1277.6880 1277.6899 0.0018 0 1.45 4.11 0.176 0 1 23 32 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9601 R RKWEDLYIR Q 2 1277.6880 1277.6871 -0.0009 0 -0.72 2.189 0.246 0.2 135 8 16 2 1 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIRQEDVDGTTMADGDK L 4 2756.2762 2756.2680 -0.0082 0 -2.98 3.339 0.381 0 6 34 132 2 2 1 RKWEDLYIRQEDVDGTTM[147]ADGDK
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIRQEDVDGTTMADGDK L 4 2740.2762 2740.2814 0.0052 0 1.90 3.819 0.354 0 1 42 132 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 R RKWEDLYIRQEDVDGTTMADGDK L 4 2740.2762 2740.2836 0.0074 0 2.71 3.709 0.255 0 1 43 132 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9977 R RKWEDLYIRQEDVDGTTMADGDK L 4 2740.2762 2740.2761 -0.0002 0 -0.06 3.817 0.083 0 1 45 132 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9906 R RKWEDLYIRQEDVDGTTMADGDK L 4 2740.2762 2740.2817 0.0055 0 1.99 3.222 0.03 0 1 42 132 2 2 1



Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9451 R RKWEDLYIRQEDVDGTTMADGDK L 4 2756.2762 2756.2807 0.0045 0 1.63 2.914 0.13 0.4 104 30 132 2 2 1 RKWEDLYIRQEDVDGTTM[147]ADGDK
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 0.9749 K WEDLYIR Q 2 993.4920 993.4895 -0.0025 0 -2.50 2.079 0.045 0.4 5 10 12 2 0 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 K WEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3301.5561 3301.5588 0.0026 0 0.80 4.324 0.262 0.1 1 58 216 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 K WEDLYIRQEDVDGTTMADGDKLAETFKR A 4 3301.5561 3301.5610 0.0049 0 1.47 5.272 0.412 0 1 46 162 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 K WEDLYIRQEDVDGTTMADGDKLAETFKR A 4 3301.5561 3301.5644 0.0083 0 2.51 5.728 0.448 0 1 51 162 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 K WEDLYIRQEDVDGTTMADGDKLAETFKR A 4 3317.5561 3317.5534 -0.0027 0 -0.82 4.776 0.399 0 1 46 162 2 2 1 WEDLYIRQEDVDGTTM[147]ADGDKLAETFKR
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 K WEDLYIRQEDVDGTTMADGDKLAETFKR A 4 3301.5561 3302.5709 1.0148 -1.0034 3.46 6.074 0.398 0 1 53 162 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 K WEDLYIRQEDVDGTTMADGDKLAETFKR A 5 3301.5561 3301.5569 0.0008 0 0.25 4.69 0.353 0 1 61 216 2 2 1
Q5V425_HALMA 1 Hypothetical protein rrnAC0734 rrnAC0734 139 47.5 14 58 1 K WEDLYIRQEDVDGTTMADGDKLAETFKR A 4 3301.5561 3301.5634 0.0073 0 2.21 5.828 0.392 0 1 45 162 2 2 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENKQTGQGAQYR G 3 3012.4478 3012.4526 0.0048 0 1.58 5.542 0.517 0 1 41 104 2 1 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R DKPIYEQFIER D 2 1436.7300 1436.7361 0.0060 0 4.20 2.953 0.377 0 1 17 20 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R DKPIYEQFIER D 2 1436.7300 1436.7324 0.0024 0 1.65 2.844 0.341 0 1 17 20 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R DKPIYEQFIER D 2 1436.7300 1436.7335 0.0035 0 2.42 3.272 0.432 0 1 17 20 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R DKPIYEQFIER D 3 1436.7300 1436.7313 0.0013 0 0.92 4.184 0.303 0 1 25 40 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R DKPIYEQFIER D 3 1436.7300 1436.7331 0.0031 0 2.13 4.111 0.318 0 1 25 40 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FAYYLVAPIAVLSGMVVGR F 3 2025.1121 2027.1082 1.9960 -2.0067 -5.26 5.779 0.497 0 1 38 72 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FAYYLVAPIAVLSGMVVGR F 3 2025.1121 2026.0882 0.9760 -1.0034 -13.48 3.372 0.355 0 1 27 72 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FAYYLVAPIAVLSGMVVGR F 3 2025.1121 2026.1200 1.0079 -1.0034 2.24 3.677 0.416 0 1 32 72 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 K FFAPATFADGVEPGDYYSR M 2 2108.9479 2108.9627 0.0148 0 7.03 6.144 0.594 0 1 28 36 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 K FFAPATFADGVEPGDYYSR M 2 2108.9479 2108.9547 0.0068 0 3.21 6.192 0.58 0 1 27 36 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 K FFAPATFADGVEPGDYYSR M 2 2108.9479 2108.9500 0.0021 0 1.01 5.868 0.633 0 1 27 36 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 K FFAPATFADGVEPGDYYSR M 2 2108.9479 2108.9562 0.0082 0 3.90 3.677 0.261 0 1 19 36 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 0.9976 K FFAPATFADGVEPGDYYSR M 3 2108.9479 2108.9535 0.0055 0 2.62 3.053 0.117 0.1 1 29 72 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENK Q 3 2022.9799 2022.9799 0.0000 0 0.01 3.141 0.356 0 1 28 68 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENK Q 3 2022.9799 2022.9842 0.0042 0 2.09 3.89 0.408 0 1 36 68 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENK Q 2 2022.9799 2022.9854 0.0055 0 2.73 5.319 0.613 0 1 25 34 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENK Q 2 2022.9799 2022.9854 0.0055 0 2.73 5.007 0.598 0 1 24 34 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENK Q 3 2022.9799 2022.9838 0.0039 0 1.91 4.53 0.334 0 1 34 68 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENK Q 3 2022.9799 2022.9816 0.0017 0 0.82 3.206 0.361 0 1 28 68 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENKQTGQGAQYR G 4 3012.4478 3012.4540 0.0062 0 2.07 5.715 0.511 0 1 52 156 2 1 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENKQTGQGAQYR G 4 3012.4478 3012.4536 0.0057 0 1.90 5.106 0.523 0 1 49 156 2 1 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENKQTGQGAQYR G 3 3012.4478 3013.4482 1.0003 -1.0034 -1.00 4.183 0.408 0 1 33 104 2 1 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENKQTGQGAQYR G 4 3012.4478 3012.4482 0.0004 0 0.12 6.218 0.578 0 1 51 156 2 1 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R FHGSAAEPQPIVVDWENKQTGQGAQYR G 4 3012.4478 3012.4484 0.0006 0 0.20 5.09 0.532 0 1 55 156 2 1 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R GYLDDNPELESALEWAER W 2 2105.9542 2105.9676 0.0134 0 6.36 5.846 0.529 0 1 26 34 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R GYLDDNPELESALEWAER W 2 2105.9542 2105.9564 0.0022 0 1.03 6.038 0.572 0 1 27 34 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R GYLDDNPELESALEWAER W 3 2105.9542 2105.9527 -0.0015 0 -0.71 3.702 0.432 0 1 29 68 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R GYLDDNPELESALEWAER W 2 2105.9542 2105.9591 0.0049 0 2.31 6.056 0.557 0 1 27 34 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R GYLDDNPELESALEWAER W 2 2105.9542 2105.9559 0.0017 0 0.80 4.869 0.586 0 1 26 34 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R GYLDDNPELESALEWAER W 3 2105.9542 2105.9593 0.0051 0 2.42 3.868 0.394 0 1 25 68 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 0.9998 R GYLDDNPELESALEWAER W 3 2105.9542 2105.9602 0.0060 0 2.85 3.057 0.246 0.3 8 22 68 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R IIGLTTSETANTVGEASPLR N 2 2029.0691 2029.0744 0.0053 0 2.62 6.136 0.49 0 1 27 38 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R IIGLTTSETANTVGEASPLR N 2 2029.0691 2029.0780 0.0089 0 4.36 5.755 0.509 0 1 26 38 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R LGGVTAVTVMAFSTGGLLQR S 3 1977.0717 1979.0782 2.0064 -2.0067 -0.13 4.426 0.44 0 1 33 76 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R LVGSSETEAFPNNPR Y 2 1616.7794 1616.7802 0.0008 0 0.51 4.092 0.437 0 1 21 28 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R LVGSSETEAFPNNPR Y 2 1616.7794 1616.7804 0.0009 0 0.58 4.031 0.414 0 1 20 28 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R LVGSSETEAFPNNPR Y 2 1616.7794 1616.7816 0.0022 0 1.34 3.617 0.477 0 1 20 28 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 0.9999 R LVGSSETEAFPNNPR Y 2 1616.7794 1616.7854 0.0060 0 3.73 3.031 0.251 0 1 17 28 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 0.9993 R LVGSSETEAFPNNPR Y 2 1616.7794 1616.7816 0.0022 0 1.34 3.119 0.131 0.3 1 19 28 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 0.9992 R NAGVLFDR H 2 890.4610 890.4627 0.0017 0 1.93 2.373 0.18 0.1 3 12 14 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QEDFDYQEGQYGVLSWWDYGHWITTR A 3 3278.4370 3279.4582 1.0211 -1.0034 5.43 6.342 0.566 0 1 38 100 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QEDFDYQEGQYGVLSWWDYGHWITTR A 3 3278.4370 3278.4343 -0.0027 0 -0.82 6.379 0.582 0 1 36 100 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QITFQQQAYYETMTAR L 3 1977.9254 1978.9304 1.0050 -1.0034 0.84 4.299 0.491 0 1 29 60 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QITFQQQAYYETMTAR L 2 1977.9254 1977.9292 0.0037 0 1.90 5.451 0.598 0 1 24 30 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QITFQQQAYYETMTAR L 2 1977.9254 1977.9322 0.0068 0 3.44 5.179 0.616 0 1 25 30 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QITFQQQAYYETMTAR L 2 1977.9254 1977.9276 0.0022 0 1.09 4.574 0.409 0 1 21 30 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QITFQQQAYYETMTAR L 2 1993.9254 1993.9254 0.0000 0 0.01 4.048 0.469 0 1 17 30 2 0 1 QITFQQQAYYETM[147]TAR
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QITFQQQAYYETMTAR L 2 1993.9254 1993.9254 0.0000 0 0.01 3.924 0.493 0 1 16 30 2 0 1 QITFQQQAYYETM[147]TAR
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QITFQQQAYYETMTAR L 2 1977.9254 1977.9276 0.0022 0 1.09 4.35 0.625 0 1 23 30 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QITFQQQAYYETMTAR L 2 1977.9254 1977.9293 0.0039 0 1.96 5.005 0.607 0 1 23 30 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QYVEEDATAQIGGFGDNPSER V 2 2282.0087 2282.0182 0.0094 0 4.14 6.131 0.568 0 1 28 40 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 1 R QYVEEDATAQIGGFGDNPSER V 2 2282.0087 2282.0106 0.0019 0 0.82 4.932 0.536 0 1 28 40 2 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 0.9947 M TLLFAPAVLGTLVAVPTYLVGR R 3 2270.3402 2271.3508 1.0106 -1.0034 3.18 3.834 0.283 0 1 30 84 1 0 1
Q5V4T7_HALMA 1 Transmembrane oligosaccharyl transferase tot rrnAC0431 937 28.8 16 58 0.9970 R YIAVDWK M 2 893.4647 893.4661 0.0014 0 1.54 1.987 0.277 0.3 124 10 12 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9999 R ESFPEGAFTR N 2 1139.5247 1139.5262 0.0015 0 1.31 2.134 0.339 0 2 14 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 M ALQIGSALEEAGYR L 2 1476.7572 1476.7599 0.0026 0 1.79 3.813 0.525 0 1 22 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 M ALQIGSALEEAGYR L 2 1476.7572 1476.7599 0.0026 0 1.79 4.217 0.534 0 1 22 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 M ALQIGSALEEAGYR L 2 1476.7572 1477.7654 1.0082 -1.0034 3.30 4.766 0.524 0 1 22 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 M ALQIGSALEEAGYR L 2 1476.7572 1476.7596 0.0024 0 1.62 4.286 0.541 0 1 22 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 M ALQIGSALEEAGYR L 2 1476.7572 1476.7595 0.0023 0 1.54 4.098 0.543 0 1 22 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9990 M ALQIGSALEEAGYR L 2 1476.7572 1476.7601 0.0029 0 1.95 4.399 0.22 0 1 21 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9970 M ALQIGSALEEAGYR L 2 1476.7572 1476.7611 0.0039 0 2.61 4.112 0.182 0 1 21 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9930 M ALQIGSALEEAGYR L 2 1476.7572 1476.7629 0.0057 0 3.85 3.497 0.196 0 1 21 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9830 M ALQIGSALEEAGYR L 2 1476.7572 1476.7595 0.0023 0 1.54 4.03 0.092 0 1 21 26 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9999 M ALQIGSALEEAGYRLFSR T 3 1980.0429 1980.0488 0.0059 0 2.99 3.261 0.457 0 1 26 68 2 1 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9960 M ALQIGSALEEAGYRLFSR T 2 1980.0429 1980.0478 0.0049 0 2.48 3.865 0.329 0 1 18 34 2 1 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9934 M ALQIGSALEEAGYRLFSR T 2 1980.0429 1980.0455 0.0026 0 1.30 4.017 0.304 0 2 16 34 2 1 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9927 M ALQIGSALEEAGYRLFSR T 3 1980.0429 1980.0432 0.0002 0 0.13 2.567 0.361 0 1 29 68 2 1 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9743 M ALQIGSALEEAGYRLFSR T 3 1980.0429 1980.0454 0.0024 0 1.24 2.294 0.342 0.1 1 29 68 2 1 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R ESFPEGAFTR N 2 1139.5247 1139.5270 0.0022 0 1.95 2.418 0.408 0 1 15 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R ESFPEGAFTR N 2 1139.5247 1139.5250 0.0003 0 0.24 2.254 0.387 0 1 17 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R ESFPEGAFTR N 2 1139.5247 1139.5246 -0.0001 0 -0.08 2.394 0.405 0 1 16 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R ESFPEGAFTR N 2 1139.5247 1139.5237 -0.0011 0 -0.94 2.286 0.383 0 1 16 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R ESFPEGAFTR N 2 1139.5247 1139.5240 -0.0007 0 -0.62 2.563 0.384 0 1 14 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9999 R ESFPEGAFTR N 2 1139.5247 1139.5252 0.0005 0 0.45 2.211 0.327 0 1 14 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9999 R ESFPEGAFTR N 2 1139.5247 1139.5241 -0.0006 0 -0.51 2.386 0.318 0 1 15 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9999 R ESFPEGAFTR N 2 1139.5247 1140.5254 1.0007 -1.0034 -2.30 2.455 0.369 0 1 14 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9996 R ESFPEGAFTR N 2 1139.5247 1139.5255 0.0008 0 0.67 2.039 0.292 0 1 15 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9995 R ESFPEGAFTR N 2 1139.5247 1139.5254 0.0007 0 0.64 1.955 0.288 0 1 14 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9994 R ESFPEGAFTR N 2 1139.5247 1139.5254 0.0007 0 0.64 1.961 0.278 0 1 14 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9992 R ESFPEGAFTR N 2 1139.5247 1141.2054 1.6807 -2.0067 -286.06 2.249 0.316 0.2 1 14 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9992 R ESFPEGAFTR N 2 1139.5247 1139.5254 0.0007 0 0.64 2.063 0.243 0 1 15 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9944 R ESFPEGAFTR N 2 1139.5247 1139.5254 0.0007 0 0.64 1.868 0.241 0.4 11 10 18 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9793 - MALQIGSALEEAGYRLFSR T 3 2111.0833 2111.0857 0.0024 0 1.13 3.03 0.124 0.4 7 22 72 2 1 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9980 R NFVAALK E 1 761.4436 761.4447 0.0011 0 1.48 2.495 0.097 2.2 5 10 12 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9963 R NFVAALK E 1 761.4436 761.4441 0.0005 0 0.68 2.051 0.082 0.3 3 10 12 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9937 R NFVAALK E 1 761.4436 761.4449 0.0012 0 1.64 2.019 0.054 0.4 4 10 12 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9935 R NFVAALK E 1 761.4436 761.4438 0.0002 0 0.20 1.992 0.062 0.5 4 10 12 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9999 R NFVAALKESYR L 2 1296.6826 1296.6854 0.0028 0 2.18 3.331 0.324 0 1 17 20 2 1 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9968 R NFVAALKESYR L 3 1296.6826 1296.6838 0.0011 0 0.88 2.33 0.195 0.4 1 21 40 2 1 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2047.9055 2047.9015 -0.0041 0 -1.98 3.277 0.405 0 1 23 38 2 0 1 TADGRPPSAPSEDDTTM[147]TAL
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2031.9055 2031.9039 -0.0016 0 -0.80 3.422 0.538 0 1 22 38 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2031.9055 2031.9078 0.0023 0 1.13 3.709 0.497 0 1 22 38 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2031.9055 2031.8854 -0.0201 0 -9.88 2.969 0.422 0 1 19 38 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2047.9055 2047.9098 0.0042 0 2.07 3.221 0.35 0 1 18 38 2 0 1 TADGRPPSAPSEDDTTM[147]TAL
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2031.9055 2031.9054 -0.0001 0 -0.04 3.775 0.466 0 1 19 38 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2047.9055 2047.9007 -0.0048 0 -2.34 3.858 0.419 0 1 22 38 2 0 1 TADGRPPSAPSEDDTTM[147]TAL



Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2047.9055 2047.9078 0.0023 0 1.12 3.4 0.278 0 1 22 38 2 0 1 TADGRPPSAPSEDDTTM[147]TAL
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2031.9055 2031.9052 -0.0003 0 -0.14 3.56 0.51 0 1 19 38 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 1 R TADGRPPSAPSEDDTTMTAL - 2 2031.9055 2031.9115 0.0059 0 2.93 3.453 0.55 0 1 22 38 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9999 R TADGRPPSAPSEDDTTMTAL - 2 2047.9055 2048.9081 1.0025 -1.0034 -0.40 3.737 0.289 0 1 20 38 2 0 1 TADGRPPSAPSEDDTTM[147]TAL
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9997 R TADGRPPSAPSEDDTTMTAL - 2 2047.9055 2047.9061 0.0006 0 0.28 3.109 0.175 0.1 1 20 38 2 0 1 TADGRPPSAPSEDDTTM[147]TAL
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9994 R TADGRPPSAPSEDDTTMTAL - 2 2047.9055 2047.9000 -0.0055 0 -2.70 3.282 0.12 0.1 1 21 38 2 0 1 TADGRPPSAPSEDDTTM[147]TAL
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9994 R TADGRPPSAPSEDDTTMTAL - 2 2031.9055 2031.9083 0.0028 0 1.37 2.99 0.155 0.1 1 18 38 2 0 1
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9957 R TADGRPPSAPSEDDTTMTAL - 2 2047.9055 2048.9254 1.0199 -1.0034 8.09 2.298 0.264 0 2 13 38 2 0 1 TADGRPPSAPSEDDTTM[147]TAL
Q5UZN9_HALMA 1 Hypothetical protein rrnAC2457 rrnAC2457 255 23.5 7 56 0.9936 R TADGRPPSAPSEDDTTMTAL - 2 2031.9055 2031.9045 -0.0010 0 -0.50 1.737 0.227 0.1 1 14 38 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R FFHLADTPAAFLAEMR R 2 1835.9029 1835.9065 0.0035 0 1.93 4.79 0.454 0 1 24 30 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 K AQATGVDDRVEFMR G 2 1593.7569 1593.7583 0.0014 0 0.85 3.57 0.402 0 1 17 26 2 1 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9989 K AQATGVDDRVEFMR G 2 1593.7569 1593.7586 0.0017 0 1.08 2.806 0.296 0.1 3 12 26 2 1 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9716 K EQVFFDTFNR F 2 1301.6040 1301.6039 -0.0002 0 -0.13 2.024 0.1 0.4 7 10 18 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R FFHLADTPAAFLAEMR R 2 1835.9029 1835.9002 -0.0027 0 -1.46 4.078 0.441 0 1 24 30 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R FFHLADTPAAFLAEMR R 3 1835.9029 1835.9029 0.0000 0 0.00 3.77 0.212 0.1 1 27 60 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R FFHLADTPAAFLAEMR R 2 1835.9029 1835.9072 0.0043 0 2.33 4.98 0.444 0 1 24 30 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R FFHLADTPAAFLAEMR R 3 1835.9029 1835.9058 0.0029 0 1.59 3.564 0.31 0 1 26 60 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9999 R FFHLADTPAAFLAEMR R 3 1835.9029 1835.9033 0.0004 0 0.19 2.724 0.275 0 1 25 60 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R FFHLADTPAAFLAEMRR V 4 1992.0040 1992.0032 -0.0008 0 -0.39 2.871 0.268 0.2 1 34 96 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R FFHLADTPAAFLAEMRR V 4 1992.0040 1992.9996 0.9956 -1.0034 -3.91 2.895 0.335 0.2 1 36 96 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R FFHLADTPAAFLAEMRR V 4 1992.0040 1991.9968 -0.0073 0 -3.64 2.611 0.257 0.3 1 35 96 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9982 R FFHLADTPAAFLAEMRR V 3 1992.0040 1992.0082 0.0041 0 2.08 2.14 0.286 0.3 75 19 64 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9965 R FFHLADTPAAFLAEMRR V 4 2008.0040 2007.9984 -0.0057 0 -2.82 2.723 0.073 0.3 2 36 96 2 0 1 FFHLADTPAAFLAEM[147]RR
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R GANITGLDISGPMLQQGR E 2 1826.9309 1826.9343 0.0034 0 1.85 4.451 0.54 0 1 23 34 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9284 R GANITGLDISGPMLQQGR E 2 1842.9309 1840.8891 -2.0418 2 -22.68 4.088 0.105 0 2 19 34 2 0 1 GANITGLDISGPM[147]LQQGR
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R KIPNELAASFR S 3 1244.6877 1244.6901 0.0024 0 1.95 3.221 0.249 0.1 1 26 40 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R KIPNELAASFR S 2 1244.6877 1244.6899 0.0022 0 1.76 2.861 0.347 0 1 17 20 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R KIPNELAASFR S 2 1244.6877 1244.6888 0.0011 0 0.88 2.826 0.378 0 1 16 20 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R KIPNELAASFR S 2 1244.6877 1244.6897 0.0019 0 1.56 3.012 0.331 0 1 17 20 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R KIPNELAASFR S 3 1244.6877 1244.6890 0.0013 0 1.06 3.154 0.242 0 1 25 40 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9998 R KIPNELAASFR S 2 1244.6877 1244.6903 0.0026 0 2.05 2.923 0.191 0.1 1 17 20 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 K LASVSYWNTHV - 2 1275.6248 1275.6270 0.0022 0 1.74 2.964 0.468 0 1 18 20 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 K LASVSYWNTHV - 2 1275.6248 1275.6273 0.0025 0 1.94 2.624 0.376 0 1 17 20 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LLDGAGLELTDANHDWLLPYGFYR K 3 2748.3547 2748.3599 0.0052 0 1.90 4.217 0.342 0 1 28 92 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LLDGAGLELTDANHDWLLPYGFYR K 3 2748.3547 2748.3625 0.0078 0 2.83 5.71 0.426 0 1 37 92 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LLDGAGLELTDANHDWLLPYGFYR K 2 2748.3547 2748.3631 0.0084 0 3.06 4.409 0.553 0 1 22 46 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LLDGAGLELTDANHDWLLPYGFYR K 3 2748.3547 2748.3610 0.0063 0 2.30 6.286 0.447 0 1 41 92 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LLDGAGLELTDANHDWLLPYGFYR K 3 2748.3547 2748.3598 0.0050 0 1.83 5.729 0.41 0 1 40 92 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 2 1806.8399 1806.8454 0.0055 0 3.06 3.406 0.491 0 1 20 28 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.8782 0.0382 0 21.17 4.176 0.511 0 1 32 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.8552 0.0153 0 8.48 4.704 0.468 0 1 26 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1822.8399 1822.8382 -0.0018 0 -0.96 3.853 0.373 0 1 29 56 2 0 1 LPFPDDHFDTVFAM[147]R
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.8479 0.0080 0 4.43 5.595 0.456 0 1 30 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.8419 0.0020 0 1.08 5.498 0.442 0 1 31 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.8432 0.0032 0 1.79 3.657 0.479 0 1 33 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1822.8399 1822.8382 -0.0018 0 -0.96 4.245 0.413 0 1 30 56 2 0 1 LPFPDDHFDTVFAM[147]R
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.8472 0.0073 0 4.02 3.755 0.387 0 1 25 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.8474 0.0074 0 4.12 4.305 0.492 0 1 31 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.8433 0.0034 0 1.89 3.901 0.461 0 1 32 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9958 R LPFPDDHFDTVFAMR F 2 1806.8399 1805.8856 -0.9543 1 25.28 3.081 0.295 0 1 17 28 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9697 R LPFPDDHFDTVFAMR F 3 1806.8399 1806.2182 -0.6218 1 209.34 2.792 0.212 0.8 1 23 56 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R SIYNWALPMGSR L 2 1393.6812 1393.6819 0.0006 0 0.46 3.104 0.494 0 1 18 22 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R SIYNWALPMGSR L 2 1393.6812 1393.6832 0.0020 0 1.42 3.181 0.413 0 1 15 22 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R SIYNWALPMGSR L 2 1393.6812 1393.6833 0.0021 0 1.51 3.239 0.466 0 1 19 22 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R SLDTALGGTPLGEK L 2 1357.7089 1357.7094 0.0005 0 0.39 3.453 0.47 0 1 21 26 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R SLDTALGGTPLGEK L 2 1357.7089 1357.7101 0.0011 0 0.83 3.628 0.498 0 1 21 26 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R SLDTALGGTPLGEK L 2 1357.7089 1357.7113 0.0024 0 1.73 3.575 0.46 0 1 21 26 2 0 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 0.9999 R SLDTALGGTPLGEKLASVSYWNTHV - 3 2615.3231 2615.3281 0.0050 0 1.92 4.579 0.242 0 1 31 96 2 1 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R VSKEQVFFDTFNR F 3 1615.7994 1615.7984 -0.0010 0 -0.62 3.962 0.233 0.1 1 26 48 2 1 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R VSKEQVFFDTFNR F 3 1615.7994 1615.7988 -0.0006 0 -0.39 3.959 0.289 0.1 1 28 48 2 1 1
Q5V1A2_HALMA 1 N-methyltransferase-like pnm rrnAC1812 174 85.6 13 56 1 R VSKEQVFFDTFNR F 2 1615.7994 1615.8019 0.0024 0 1.50 4.811 0.458 0 1 19 24 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R FDFGQSYSISR G 2 1305.5989 1305.5982 -0.0007 0 -0.52 3.631 0.424 0 1 18 20 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9990 R ASAEQLEQIR V 2 1143.5884 1143.5893 0.0009 0 0.79 3.228 0.042 0.1 1 16 18 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R ASAEQLEQIRVELGLR R 3 1810.9901 1810.9932 0.0031 0 1.72 3.334 0.391 0 1 27 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R ASAEQLEQIRVELGLR R 3 1810.9901 1810.9912 0.0011 0 0.61 3.065 0.397 0 1 28 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9997 R ASAEQLEQIRVELGLR R 2 1810.9901 1810.9953 0.0052 0 2.88 3.546 0.254 0.1 1 17 30 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9993 R ASAEQLEQIRVELGLR R 3 1810.9901 1812.9124 1.9223 -2.0067 -46.63 2.923 0.263 0.1 1 26 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9992 R ASAEQLEQIRVELGLR R 3 1810.9901 1811.9782 0.9880 -1.0034 -8.45 2.909 0.273 0.4 2 22 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9972 R ASAEQLEQIRVELGLR R 3 1810.9901 1811.9906 1.0005 -1.0034 -1.57 3.222 0.189 0.2 1 27 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9945 R ASAEQLEQIRVELGLR R 3 1810.9901 1810.9916 0.0015 0 0.81 2.605 0.169 0.1 1 25 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9878 R ASAEQLEQIRVELGLR R 3 1810.9901 1812.0082 1.0180 -1.0034 8.12 2.742 0.184 0.4 2 21 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9760 R ASAEQLEQIRVELGLR R 3 1810.9901 1811.9782 0.9880 -1.0034 -8.45 2.573 0.185 1.4 4 19 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9567 R ASAEQLEQIRVELGLR R 3 1810.9901 1811.9782 0.9880 -1.0034 -8.45 2.253 0.167 0.8 1 22 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9168 R ASAEQLEQIRVELGLR R 3 1810.9901 1812.0082 1.0180 -1.0034 8.12 2.636 0.099 1.3 1 23 60 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R FDFGQSYSISR G 2 1305.5989 1307.2254 1.6265 -2.0067 -291.19 3.312 0.429 0 1 18 20 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R FDFGQSYSISR G 2 1305.5989 1305.6002 0.0013 0 0.97 3.2 0.379 0 1 18 20 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R IASTLFLPDTWTLFGR E 3 1836.9774 1836.9743 -0.0032 0 -1.72 4.442 0.473 0 1 27 60 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R IASTLFLPDTWTLFGR E 2 1836.9774 1836.9798 0.0024 0 1.31 4.268 0.466 0 1 22 30 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R IASTLFLPDTWTLFGR E 2 1836.9774 1836.9784 0.0009 0 0.51 4.001 0.422 0 1 24 30 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R IASTLFLPDTWTLFGR E 3 1836.9774 1836.9825 0.0051 0 2.77 5.081 0.438 0 1 30 60 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R IASTLFLPDTWTLFGR E 2 1836.9774 1836.9798 0.0024 0 1.31 3.975 0.452 0 1 23 30 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9996 R LVEPVVPPR F 2 1004.6018 1004.6054 0.0036 0 3.61 2.188 0.24 0.1 1 13 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9945 R LVEPVVPPR F 2 1004.6018 1004.6054 0.0036 0 3.61 1.757 0.224 0.3 3 12 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 - MNWTQFLFR L 2 1241.6015 1241.6045 0.0029 0 2.37 3.257 0.347 0 1 15 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 - MNWTQFLFR L 2 1241.6015 1241.6054 0.0039 0 3.16 3.089 0.386 0 1 15 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 - MNWTQFLFR L 2 1241.6015 1242.6054 1.0039 -1.0034 0.46 3.467 0.369 0 1 15 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 - MNWTQFLFR L 2 1241.6015 1241.6012 -0.0004 0 -0.29 3.317 0.384 0 1 15 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 - MNWTQFLFR L 2 1257.6015 1257.5984 -0.0032 0 -2.51 2.871 0.424 0 1 14 16 2 0 1 M[147]NWTQFLFR
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 - MNWTQFLFR L 2 1241.6015 1241.6054 0.0039 0 3.16 2.812 0.335 0 1 14 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9999 - MNWTQFLFR L 2 1241.6015 1241.6046 0.0031 0 2.47 3.184 0.167 0.3 1 15 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9997 - MNWTQFLFR L 2 1257.6015 1257.5982 -0.0033 0 -2.61 2.82 0.143 0.2 1 14 16 2 0 1 M[147]NWTQFLFR
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9997 - MNWTQFLFR L 2 1241.6015 1241.6046 0.0031 0 2.47 3.014 0.126 0.4 1 15 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9988 - MNWTQFLFR L 2 1257.6015 1257.6036 0.0021 0 1.66 2.153 0.191 0.2 1 14 16 2 0 1 M[147]NWTQFLFR
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9905 - MNWTQFLFR L 2 1241.6015 1241.6052 0.0037 0 2.96 2.53 0.002 3.8 1 13 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9072 - MNWTQFLFR L 2 1241.6015 1242.5822 0.9807 -1.0034 -18.22 2.075 0.057 0.7 1 13 16 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9997 M NWTQFLFR L 2 1110.5610 1110.5625 0.0015 0 1.31 2.777 0.383 0 1 13 14 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9995 M NWTQFLFR L 2 1110.5610 1110.5636 0.0025 0 2.30 2.742 0.361 0 1 13 14 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9858 M NWTQFLFR L 2 1110.5610 1110.5624 0.0013 0 1.20 2.459 0.221 0 1 12 14 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9677 M NWTQFLFR L 2 1110.5610 1110.5615 0.0005 0 0.43 2.831 0.14 0.2 3 11 14 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R RPLWEQYLGFLWDAAR F 3 2020.0319 2022.0382 2.0062 -2.0067 -0.22 4.993 0.23 0 1 27 60 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9884 R RPLWEQYLGFLWDAAR F 3 2020.0319 2020.0282 -0.0038 0 -1.86 3.125 0.064 1.4 6 23 60 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9979 R SSMLEVIR Q 2 933.4953 933.4959 0.0006 0 0.67 2.046 0.168 0.4 1 13 14 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9975 R SSMLEVIR Q 2 933.4953 933.4961 0.0008 0 0.86 2.16 0.132 0.2 1 13 14 2 0 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R SSMLEVIRQDYIR T 3 1608.8294 1608.8314 0.0020 0 1.25 2.672 0.344 0 1 23 48 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 1 R SSMLEVIRQDYIR T 3 1608.8294 1608.8305 0.0011 0 0.69 3.101 0.334 0 1 23 48 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9999 R SSMLEVIRQDYIR T 2 1608.8294 1608.8318 0.0023 0 1.45 3.483 0.286 0 1 17 24 2 1 1
Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9997 R SSMLEVIRQDYIR T 3 1624.8294 1624.8253 -0.0041 0 -2.51 2.164 0.313 0.1 1 19 48 2 1 1 SSM[147]LEVIRQDYIR



Q5V091_HALMA 1 Dipeptide ABC transporter permease dppB1 rrnAC2229 360 25 10 54 0.9991 R SSMLEVIRQDYIR T 3 1624.8294 1624.8382 0.0087 0 5.38 2.308 0.257 0 1 21 48 2 1 1 SSM[147]LEVIRQDYIR
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 3 3847.9101 3849.9082 1.9980 -2.0067 -2.25 5.819 0.482 0 1 38 140 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9999 R ALSSTVGDAVDIDRIEIAEYNSEGHAESHEEVER E 4 3726.7245 3726.8509 0.1264 0 33.91 4.29 0.224 0.1 1 43 198 2 1 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9995 D APPVIQDNPSGVRPFEDLVEVVNRPK Y 4 2871.5243 2871.5288 0.0044 0 1.54 2.646 0.355 0 2 39 150 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9991 D APPVIQDNPSGVRPFEDLVEVVNRPK Y 4 2871.5243 2871.5285 0.0042 0 1.46 2.574 0.306 0 1 41 150 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3847.9101 3847.9226 0.0124 0 3.23 4.76 0.486 0 1 50 210 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3831.9101 3831.9238 0.0137 0 3.56 4.447 0.395 0 1 53 210 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 3 3847.9101 3849.9082 1.9980 -2.0067 -2.25 5.753 0.565 0 1 40 140 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 3 3847.9101 3848.9182 1.0080 -1.0034 1.22 5.164 0.555 0 1 38 140 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3847.9101 3847.9042 -0.0059 0 -1.53 4.189 0.448 0 1 49 210 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3831.9101 3831.9174 0.0073 0 1.91 4.334 0.414 0 1 52 210 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 3 3831.9101 3831.9182 0.0081 0 2.12 5.729 0.516 0 1 39 140 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3831.9101 3831.9262 0.0161 0 4.20 3.891 0.419 0 1 55 210 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3831.9101 3831.9235 0.0134 0 3.50 3.994 0.41 0 1 58 210 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3847.9101 3847.9121 0.0019 0 0.50 4.486 0.458 0 1 51 210 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3847.9101 3847.9108 0.0007 0 0.19 4.686 0.475 0 1 48 210 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 3 3831.9101 3831.9644 0.0543 0 14.16 5.896 0.463 0 1 40 140 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 3 3831.9101 3831.9160 0.0059 0 1.54 5.846 0.529 0 1 38 140 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 3 3831.9101 3831.9193 0.0092 0 2.40 5.747 0.546 0 1 39 140 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3847.9101 3847.9091 -0.0010 0 -0.26 4.659 0.407 0 1 48 210 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 3 3847.9101 3848.9182 1.0080 -1.0034 1.22 5.32 0.515 0 1 41 140 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9999 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3831.9101 3831.9113 0.0012 0 0.31 3.89 0.385 0 1 52 210 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9996 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3847.9101 3848.9008 0.9907 -1.0034 -3.29 4.171 0.391 0 1 49 210 1 0 1 DGGVITM[147]GDDAPPVIQDNPSGVRPFEDLVEVVNRPK
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9996 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3831.9101 3831.9108 0.0007 0 0.19 3.462 0.33 0 1 51 210 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9959 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 4 3831.9101 3831.9189 0.0088 0 2.29 4.079 0.227 0.2 1 46 210 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9724 A DGGVITMGDDAPPVIQDNPSGVRPFEDLVEVVNRPK Y 5 3831.9101 3832.9136 1.0035 -1.0034 0.04 3.484 0.231 0.2 1 53 280 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 R IEIAEYNSEGHAESHEEVER E 3 2327.0302 2327.0290 -0.0013 0 -0.55 3.23 0.403 0 1 26 76 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9281 R IEIAEYNSEGHAESHEEVER E 4 2327.0302 2327.0334 0.0032 0 1.36 2.553 0.106 0.3 185 27 114 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9994 R LAAVLLAK A 2 797.5375 798.5423 1.0047 -1.0034 1.75 2.709 0.212 0.1 1 13 14 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9994 R LAAVLLAK A 2 797.5375 798.5406 1.0031 -1.0034 -0.31 2.576 0.23 0.1 1 13 14 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9994 R LAAVLLAK A 2 797.5375 798.5407 1.0032 -1.0034 -0.24 2.603 0.222 0.1 1 13 14 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 R LEYVEFFGK F 2 1130.5648 1130.5674 0.0025 0 2.24 2.969 0.3 0 1 14 16 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9893 R PFEDLVEVVNRPK Y 3 1540.8249 1541.8269 1.0020 -1.0034 -0.87 3.204 0.273 0.1 2 24 48 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9909 N PSGVRPFEDLVEVVNRPK Y 4 2037.1007 2037.0963 -0.0045 0 -2.19 4.173 0.237 0.3 4 33 102 1 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9604 R RDDIRDELNELR L 3 1542.7750 1542.7769 0.0019 0 1.20 2.469 0.134 0.6 19 20 44 2 1 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 K RYNPFGYER N 2 1200.5676 1200.5667 -0.0009 0 -0.73 3.234 0.253 0 1 12 16 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 K RYNPFGYER N 2 1200.5676 1200.5693 0.0017 0 1.40 3.477 0.282 0 1 14 16 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 K RYNPFGYER N 2 1200.5676 1200.5683 0.0007 0 0.59 3.595 0.272 0 1 14 16 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 K RYNPFGYER N 2 1200.5676 1200.5637 -0.0039 0 -3.27 3.287 0.211 0 1 12 16 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9989 K RYNPFGYER N 3 1200.5676 1200.5688 0.0012 0 0.96 2.573 0.184 0.1 12 16 32 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9968 K RYNPFGYER N 3 1200.5676 1200.5713 0.0037 0 3.10 2.547 0.118 0.1 3 18 32 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 R SLQSILDVSEEDAGPTR V 2 1815.8850 1815.8882 0.0031 0 1.73 3.7 0.32 0 1 21 32 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 R SLQSILDVSEEDAGPTR V 2 1815.8850 1815.8916 0.0066 0 3.61 4.033 0.558 0 1 23 32 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9965 R TAVNELDDRRDDIRDELNELR L 5 2556.2528 2556.2637 0.0108 0 4.24 1.365 0.158 3.6 2 41 160 2 2 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 R VVTDEAIEEQLDEVR T 2 1743.8527 1743.8589 0.0061 0 3.52 4.2 0.389 0 1 22 28 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 R VVTDEAIEEQLDEVR T 3 1743.8527 1743.8519 -0.0008 0 -0.44 3.562 0.292 0 1 28 56 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 R VVTDEAIEEQLDEVR T 2 1743.8527 1743.8528 0.0000 0 0.02 4.301 0.395 0 1 23 28 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 1 R VVTDEAIEEQLDEVR T 2 1743.8527 1743.8579 0.0052 0 2.96 5.413 0.375 0 1 23 28 2 0 1
Q5UXZ3_HALMA 1 V-type ATP synthase subunit I (EC 3.6.3.14) atpI rrnAC3154 623 23.9 16 53 0.9949 R YNPFGYER N 2 1044.4665 1044.4676 0.0011 0 1.05 1.511 0.313 0.2 8 11 14 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9994 R SAIETSYVTR E 2 1125.5666 1125.5689 0.0023 0 2.06 2.334 0.209 0.1 1 15 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DLNYGEALAR D 2 1120.5513 1120.5521 0.0008 0 0.69 2.782 0.335 0 1 14 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DLNYGEALAR D 2 1120.5513 1121.5454 0.9941 -1.0034 -8.23 3.355 0.356 0 2 14 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DLNYGEALAR D 2 1120.5513 1120.5499 -0.0014 0 -1.27 3.227 0.358 0 1 14 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9999 R DLNYGEALAR D 2 1120.5513 1120.5525 0.0011 0 1.02 2.695 0.294 0 2 13 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 3 2096.0034 2096.0008 -0.0027 0 -1.27 4.158 0.192 0 1 26 68 2 0 1 DM[147]DLEDLIEPTLHVPESK
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 3 2080.0034 2080.0081 0.0047 0 2.27 3.63 0.384 0 1 32 68 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 2 2080.0034 2080.0111 0.0077 0 3.68 5.153 0.257 0 1 22 34 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 3 2080.0034 2080.0063 0.0029 0 1.39 3.679 0.363 0 1 33 68 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 3 2096.0034 2096.0019 -0.0016 0 -0.75 4.288 0.305 0 1 26 68 2 0 1 DM[147]DLEDLIEPTLHVPESK
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 3 2096.0034 2096.0031 -0.0003 0 -0.14 4.712 0.308 0 2 28 68 2 0 1 DM[147]DLEDLIEPTLHVPESK
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 2 2080.0034 2080.0111 0.0077 0 3.68 5.063 0.493 0 1 25 34 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 2 2080.0034 2080.0042 0.0008 0 0.40 4.732 0.485 0 1 26 34 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 2 2080.0034 2080.0084 0.0050 0 2.39 5.776 0.455 0 1 25 34 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 3 2080.0034 2080.0058 0.0023 0 1.12 3.335 0.413 0 1 31 68 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 3 2096.0034 2096.0035 0.0001 0 0.04 4.811 0.359 0 1 27 68 2 0 1 DM[147]DLEDLIEPTLHVPESK
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 2 2080.0034 2080.0069 0.0035 0 1.69 5.715 0.442 0 1 23 34 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R DMDLEDLIEPTLHVPESK N 3 2080.0034 2080.0076 0.0042 0 2.00 3.721 0.375 0 1 31 68 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R EEIQDIIETGER E 2 1430.6889 1430.6939 0.0050 0 3.51 3.522 0.333 0 1 19 22 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R EEIQDIIETGEREGVLDEDEREMLQR T 3 3130.4724 3130.4650 -0.0074 0 -2.38 4.16 0.397 0 1 25 100 2 2 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9962 R EEIQDIIETGEREGVLDEDEREMLQR T 4 3146.4724 3146.4721 -0.0003 0 -0.10 2.546 0.12 2.4 3 33 150 2 2 1 EEIQDIIETGEREGVLDEDEREM[147]LQR
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9998 R EGVLDEDEREMLQR T 3 1717.7941 1717.7946 0.0005 0 0.26 2.48 0.296 0.1 1 22 52 2 1 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9990 R EGVLDEDEREMLQR T 3 1717.7941 1717.7922 -0.0019 0 -1.12 2.434 0.274 0.1 5 21 52 2 1 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9884 R EGVLDEDEREMLQR T 2 1717.7941 1717.7979 0.0038 0 2.23 2.911 0.139 0.2 2 16 26 2 1 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9769 R EGVLDEDEREMLQR T 3 1733.7941 1733.7894 -0.0047 0 -2.73 2.13 0.217 0.4 35 18 52 2 1 1 EGVLDEDEREM[147]LQR
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R FNDTIVKEVMTPR L 3 1548.7970 1548.8007 0.0037 0 2.36 3.765 0.258 0.2 1 24 48 2 1 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R FNDTIVKEVMTPR L 3 1548.7970 1548.7988 0.0018 0 1.18 3.913 0.376 0 1 25 48 2 1 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R FNDTIVKEVMTPR L 3 1548.7970 1548.7996 0.0026 0 1.65 4.147 0.327 0.1 1 26 48 2 1 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9993 R FNDTIVKEVMTPR L 3 1564.7970 1564.7929 -0.0041 0 -2.62 3.004 0.216 0 3 22 48 2 1 1 FNDTIVKEVM[147]TPR
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R IPVYEGSLDNVIGVIHIR D 3 1993.0996 1991.5582 -1.5415 2 230.07 5.184 0.429 0 1 39 68 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R IPVYEGSLDNVIGVIHIR D 3 1993.0996 1993.1021 0.0024 0 1.23 6.49 0.392 0 1 40 68 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R IPVYEGSLDNVIGVIHIR D 3 1993.0996 1993.1021 0.0024 0 1.23 6.718 0.4 0 1 40 68 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R IPVYEGSLDNVIGVIHIR D 3 1993.0996 1995.0382 1.9385 -2.0067 -34.19 4.294 0.384 0 1 29 68 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9999 R IPVYEGSLDNVIGVIHIRDLVR D 4 2476.3802 2476.3820 0.0018 0 0.73 3.742 0.239 0.1 1 44 126 2 1 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9997 R IPVYEGSLDNVIGVIHIRDLVR D 4 2476.3802 2476.3781 -0.0021 0 -0.85 3.969 0.171 0.3 1 42 126 2 1 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R LVEEGETITYDGVEIR V 2 1821.8996 1821.9068 0.0072 0 3.96 5.895 0.537 0 1 25 30 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 K NVDDLLTEMR A 2 1204.5758 1204.5720 -0.0038 0 -3.18 2.838 0.333 0 1 16 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 K NVDDLLTEMR A 2 1204.5758 1204.5720 -0.0038 0 -3.18 3.291 0.284 0 1 17 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 K NVDDLLTEMR A 2 1220.5758 1220.5700 -0.0058 0 -4.74 2.977 0.265 0 1 17 18 2 0 1 NVDDLLTEM[147]R
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 K NVDDLLTEMR A 2 1204.5758 1204.5736 -0.0022 0 -1.86 3.289 0.294 0 1 16 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 K NVDDLLTEMR A 2 1204.5758 1204.5757 -0.0002 0 -0.14 3.43 0.307 0 1 17 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R SAIETSYVTR E 2 1125.5666 1125.5671 0.0005 0 0.43 2.775 0.348 0 1 15 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 0.9887 R SAIETSYVTR E 2 1125.5666 1125.5671 0.0005 0 0.43 2.51 0.01 1 1 16 18 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 K SYAVENTESWALR I 2 1524.7208 1525.7254 1.0046 -1.0034 0.84 4.604 0.497 0 1 19 24 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 K SYAVENTESWALR I 2 1524.7208 1524.7228 0.0019 0 1.26 4.135 0.492 0 1 19 24 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 K SYAVENTESWALR I 2 1524.7208 1524.7230 0.0022 0 1.42 3.778 0.511 0 1 19 24 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R TEALVEDGVPGAK T 2 1284.6561 1284.6570 0.0008 0 0.65 3.22 0.317 0 1 19 24 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R TEALVEDGVPGAK T 2 1284.6561 1284.6573 0.0012 0 0.93 2.837 0.355 0 1 19 24 2 0 1
Q5UZB4_HALMA 1 Hypothetical protein rrnAC2600 rrnAC2600 475 31.8 13 52 1 R TEALVEDGVPGAK T 2 1284.6561 1284.6573 0.0012 0 0.93 2.735 0.318 0 1 18 24 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 2 2295.1495 2295.1600 0.0105 0 4.57 6.329 0.61 0 1 30 44 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 3 2295.1495 2295.1521 0.0026 0 1.13 5.143 0.494 0 1 34 88 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 2 2295.1495 2295.1595 0.0100 0 4.36 6.52 0.615 0 1 32 44 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 3 2295.1495 2295.1536 0.0041 0 1.77 4.686 0.544 0 1 39 88 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 2 2295.1495 2295.1568 0.0073 0 3.18 6.535 0.626 0 1 31 44 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 2 2295.1495 2296.1432 0.9936 -1.0034 -4.23 4.372 0.457 0 1 28 44 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 3 2295.1495 2296.1782 1.0286 -1.0034 11.02 3.52 0.369 0 2 25 88 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 3 2295.1495 2295.1576 0.0081 0 3.52 4.727 0.557 0 1 37 88 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 K FDQGVVDGVVNGISSVSLFGGSR I 3 2295.1495 2295.1556 0.0061 0 2.65 5.238 0.532 0 1 39 88 2 0 1



Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9997 K FDQGVVDGVVNGISSVSLFGGSR I 3 2295.1495 2296.5682 1.4186 -1.0034 180.95 3.243 0.32 0.1 52 23 88 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9972 K FDQGVVDGVVNGISSVSLFGGSR I 3 2295.1495 2296.5682 1.4186 -1.0034 180.95 3.117 0.195 0.2 5 25 88 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9973 R MVYLTFHGDAR S 2 1324.6285 1324.6220 -0.0065 0 -4.89 2.593 0.09 0.1 1 14 20 2 0 1 M[147]VYLTFHGDAR
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9966 R MVYLTFHGDAR S 3 1308.6285 1308.6283 -0.0002 0 -0.18 2.616 0.164 0.5 28 16 40 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R SLYAGADPVEHTDK L 2 1501.7049 1501.7059 0.0010 0 0.65 4.124 0.496 0 1 20 26 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R SLYAGADPVEHTDK L 2 1501.7049 1501.7077 0.0028 0 1.87 3.757 0.322 0 1 18 26 2 0 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R SLYAGADPVEHTDKLGGLK T 2 1970.0109 1970.0128 0.0019 0 0.95 5.537 0.621 0 1 26 36 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R SLYAGADPVEHTDKLGGLK T 2 1970.0109 1970.0174 0.0065 0 3.30 5.96 0.565 0 1 25 36 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R SLYAGADPVEHTDKLGGLK T 2 1970.0109 1971.0204 1.0094 -1.0034 3.09 5.202 0.554 0 1 26 36 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9997 R SLYAGADPVEHTDKLGGLK T 4 1970.0109 1970.0130 0.0021 0 1.06 1.832 0.192 0.6 1 34 108 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9985 R SLYAGADPVEHTDKLGGLK T 3 1970.0109 1970.0099 -0.0010 0 -0.52 2.242 0.278 0.2 2 27 72 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9935 R SLYAGADPVEHTDKLGGLK T 4 1970.0109 1970.0107 -0.0002 0 -0.12 1.753 0.109 4.6 3 34 108 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9903 R SLYAGADPVEHTDKLGGLK T 3 1970.0109 1970.0103 -0.0006 0 -0.33 2.256 0.219 0.2 5 25 72 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9895 R SLYAGADPVEHTDKLGGLK T 4 1970.0109 1970.0100 -0.0010 0 -0.49 1.964 0.126 3.4 9 28 108 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9805 R SLYAGADPVEHTDKLGGLK T 4 1970.0109 1970.0123 0.0014 0 0.69 2.045 0.082 0.9 6 31 108 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9629 R SLYAGADPVEHTDKLGGLK T 3 1970.0109 1970.0134 0.0025 0 1.25 2.417 0.148 0.3 6 22 72 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9383 R VMNKFDQGVVD G 2 1250.5965 1250.5987 0.0022 0 1.76 2.45 0.308 0.2 1 15 20 1 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 4 2767.3963 2767.3994 0.0030 0 1.10 4.419 0.501 0 1 52 156 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 2 2767.3963 2767.4085 0.0122 0 4.42 5.917 0.659 0 1 28 52 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2768.3871 0.9908 -1.0034 -4.54 5.011 0.452 0 1 41 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2783.3963 2784.3982 1.0018 -1.0034 -0.54 3.927 0.424 0 1 36 104 2 1 1 VM[147]NKFDQGVVDGVVNGISSVSLFGGSR
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2767.4000 0.0037 0 1.32 5.548 0.55 0 1 41 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2767.4080 0.0117 0 4.23 3.534 0.342 0 1 25 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 4 2767.3963 2767.3986 0.0023 0 0.83 3.956 0.291 0 1 38 156 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2768.3875 0.9911 -1.0034 -4.41 5.785 0.49 0 1 40 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 4 2783.3963 2783.3925 -0.0038 0 -1.36 3.757 0.377 0 1 42 156 2 1 1 VM[147]NKFDQGVVDGVVNGISSVSLFGGSR
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2768.3853 0.9890 -1.0034 -5.20 4.856 0.388 0 1 39 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2783.3963 2783.3922 -0.0041 0 -1.47 5.093 0.445 0 1 42 104 2 1 1 VM[147]NKFDQGVVDGVVNGISSVSLFGGSR
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2767.4024 0.0060 0 2.18 4.367 0.537 0 1 33 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2783.3963 2783.3937 -0.0026 0 -0.94 4.986 0.548 0 1 43 104 2 1 1 VM[147]NKFDQGVVDGVVNGISSVSLFGGSR
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2767.4029 0.0066 0 2.38 4.586 0.523 0 1 32 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 1 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2768.3836 0.9873 -1.0034 -5.80 4.784 0.478 0 1 29 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9999 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2768.3860 0.9897 -1.0034 -4.94 4.649 0.269 0 1 37 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9997 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2768.3866 0.9902 -1.0034 -4.74 3.265 0.301 0 1 28 104 2 1 1
Q5V271_HALMA 1 NADH dehydrogenase I L subunit nuoL2 rrnAC1455 697 9.6 8 52 0.9943 R VMNKFDQGVVDGVVNGISSVSLFGGSR I 3 2767.3963 2768.3782 0.9818 -1.0034 -7.77 3.239 0.203 0.1 2 25 104 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9998 R VVNQLLTELDGLEEMEDVMVIGATNRPDMIDPALIR S 4 4009.0210 4010.0509 1.0299 -1.0034 6.62 3.757 0.236 0.1 2 37 210 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 K ADKLVLAPPEEASVQFGSDAAGMVK R 3 2529.2785 2529.2832 0.0047 0 1.86 4.949 0.334 0 1 32 96 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R DIVPVMSSTNHPFMR S 2 1729.8280 1729.8296 0.0015 0 0.89 3.445 0.478 0 1 18 28 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R EAAIEALREDDNAEEVEMR H 3 2188.9906 2188.9894 -0.0012 0 -0.56 4.062 0.429 0 1 28 72 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R EAAIEALREDDNAEEVEMR H 3 2188.9906 2188.9962 0.0056 0 2.54 4.48 0.42 0 1 28 72 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9999 R EAAIEALREDDNAEEVEMR H 2 2188.9906 2188.9950 0.0043 0 1.98 4.28 0.284 0 1 21 36 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9989 R EAAIEALREDDNAEEVEMR H 2 2188.9906 2190.0054 1.0148 -1.0034 5.24 3.404 0.301 0 1 16 36 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9965 R EAAIEALREDDNAEEVEMR H 3 2188.9906 2188.9975 0.0068 0 3.12 3.329 0.169 0 5 21 72 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R EIEIGVPDEVGREEILQIHTR G 3 2431.2707 2431.2747 0.0040 0 1.65 3.434 0.417 0 1 35 80 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R EIEIGVPDEVGREEILQIHTR G 3 2431.2707 2431.2766 0.0058 0 2.41 3.741 0.37 0 1 32 80 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R EIEIGVPDEVGREEILQIHTR G 3 2431.2707 2431.2736 0.0029 0 1.20 3.396 0.482 0 1 31 80 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R EIEIGVPDEVGREEILQIHTR G 3 2431.2707 2431.2819 0.0112 0 4.59 4.051 0.38 0 1 31 80 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9985 R EIFEDASEESPSIIFIDELDSIAPK R 3 2793.3484 2793.3572 0.0088 0 3.14 3.126 0.148 0.3 1 26 96 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9958 R EIFEDASEESPSIIFIDELDSIAPK R 3 2793.3484 2793.3645 0.0161 0 5.76 3.088 0.127 1.8 3 22 96 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9490 N ETDANFISVR G 2 1150.5618 1150.5617 -0.0001 0 -0.07 2.139 0.282 0.1 5 12 18 1 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R GQVIVIAATNR V 2 1140.6615 1140.6618 0.0003 0 0.28 3.154 0.491 0 1 18 20 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9977 R KAEAEKADKLVLAPPEEASVQFGSDAAGMVKR Q 5 3341.7289 3342.7136 0.9847 -1.0034 -5.58 3.611 0.119 0.6 1 69 248 2 2 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 K LATDTHGFVGADIESLTK E 3 1873.9421 1873.9409 -0.0012 0 -0.66 3.308 0.308 0 1 27 68 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 K LATDTHGFVGADIESLTK E 3 1873.9421 1873.9482 0.0061 0 3.24 3.573 0.341 0 1 29 68 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 K LATDTHGFVGADIESLTK E 3 1873.9421 1873.9475 0.0053 0 2.85 3.853 0.39 0 1 34 68 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 K LSPGDIIEIEGSDTTAAK V 2 1815.9102 1815.9187 0.0085 0 4.65 4.994 0.607 0 1 23 34 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 - MNEVQLEVAK A 2 1159.5907 1159.5907 -0.0001 0 -0.04 3.1 0.327 0 1 16 18 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 - MNEVQLEVAK A 2 1159.5907 1159.5923 0.0015 0 1.32 3.063 0.29 0 2 16 18 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9972 K MSWDNVGGLSGPKEQVQEAVEWPMNSPEKFER M 4 3660.6977 3662.6909 1.9932 -2.0067 -3.70 3.226 0.235 0.4 18 31 186 2 2 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9841 D PDTLLHLK L 2 935.5440 935.4725 -0.0715 0 -76.44 2.204 0.265 0.1 1 11 14 1 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9952 R QAMDSVRPTITDDIREYYEQMEEEFRGGSSPQR Q 5 3919.7741 3919.7769 0.0027 0 0.70 2.251 0.129 1.7 4 45 256 2 2 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R QVAPTIIFFDELDSLAPGR G 2 2088.0891 2088.1095 0.0203 0 9.74 5.208 0.555 0 1 26 36 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R QVAPTIIFFDELDSLAPGR G 2 2088.0891 2088.0936 0.0045 0 2.14 5.345 0.56 0 1 26 36 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R QVAPTIIFFDELDSLAPGR G 2 2088.0891 2088.0953 0.0062 0 2.96 5.359 0.562 0 1 25 36 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R QVAPTIIFFDELDSLAPGR G 2 2088.0891 2088.0970 0.0079 0 3.78 5.246 0.551 0 1 26 36 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9997 R QVAPTIIFFDELDSLAPGR G 3 2088.0891 2088.0910 0.0018 0 0.88 2.373 0.296 0.2 6 19 72 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9989 R QVAPTIIFFDELDSLAPGR G 3 2088.0891 2088.0961 0.0070 0 3.34 2.59 0.212 0.2 4 21 72 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9953 R QVAPTIIFFDELDSLAPGR G 3 2088.0891 2088.0948 0.0057 0 2.72 2.603 0.138 1.3 2 22 72 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9504 R QVAPTIIFFDELDSLAPGR G 3 2088.0891 2088.0915 0.0024 0 1.14 2.153 0.112 1.3 20 19 72 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9988 R QVAPTIIFFDELDSLAPGRGGEMGSNVSER V 3 3191.5557 3191.5504 -0.0053 0 -1.66 3.008 0.221 0.1 1 25 116 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9933 R QVAPTIIFFDELDSLAPGRGGEMGSNVSER V 4 3191.5557 3191.5476 -0.0082 0 -2.56 2.786 0.235 1.2 123 31 174 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9996 K RDDFKGALNEVSPSAMR E 3 1891.9210 1891.9193 -0.0018 0 -0.93 3.409 0.251 0.1 10 22 64 2 1 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 K TGGGITYEDIGGLQNEIQR V 2 2019.9861 2019.9951 0.0090 0 4.44 3.586 0.512 0 1 19 36 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 K TGGGITYEDIGGLQNEIQR V 2 2019.9861 2019.9908 0.0047 0 2.32 4.372 0.554 0 1 21 36 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9484 R VREMVELPMKHPQIFK K 5 1997.0641 1997.0617 -0.0024 0 -1.21 2.468 0.082 3.4 33 35 120 2 2 1 VREMVELPM[147]KHPQIFK
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R VVAQLLTMMDGLESR G 3 1661.8480 1661.8353 -0.0127 0 -7.63 3.135 0.368 0 1 24 56 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R VVNQLLTELDGLEEMEDVMVIGATNRPDMIDPALIR S 3 4009.0210 4011.0382 2.0171 -2.0067 2.61 6.53 0.583 0 1 44 140 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R VVNQLLTELDGLEEMEDVMVIGATNRPDMIDPALIR S 4 4009.0210 4011.0109 1.9899 -2.0067 -4.20 6.288 0.535 0 1 52 210 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R VVNQLLTELDGLEEMEDVMVIGATNRPDMIDPALIR S 4 4009.0210 4009.0380 0.0170 0 4.24 5.8 0.493 0 1 48 210 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 1 R VVNQLLTELDGLEEMEDVMVIGATNRPDMIDPALIR S 3 4009.0210 4011.0382 2.0171 -2.0067 2.61 5.862 0.516 0 1 41 140 2 0 1
Q5V205_HALMA 1 Cell division control protein 48 cdc48d rrnAC1527 741 57.2 24 51 0.9866 K YYGESEQQLR E 2 1271.5782 1271.5791 0.0009 0 0.67 2.51 0.287 0.1 1 14 18 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EYPEEFIQTGVSAIDGMNTLVR G 2 2468.1893 2469.2054 1.0161 -1.0034 5.18 6.354 0.64 0 1 27 42 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 4 3199.5898 3199.5754 -0.0144 0 -4.51 5.09 0.521 0 1 45 168 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 5 3199.5898 3199.6002 0.0103 0 3.23 3.628 0.259 0.1 1 56 224 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 4 3199.5898 3200.5709 0.9811 -1.0034 -6.96 4.589 0.388 0 1 42 168 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 4 3199.5898 3200.6109 1.0211 -1.0034 5.54 4.599 0.413 0 1 46 168 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 5 3199.5898 3199.5886 -0.0013 0 -0.40 3.723 0.273 0.2 1 50 224 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9999 K DALNRIDEDLIEEHYREDETAETVEA - 3 3074.3952 3074.4010 0.0058 0 1.89 2.801 0.327 0.1 1 28 100 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9993 K DALNRIDEDLIEEHYREDETAETVEA - 3 3074.3952 3074.3974 0.0021 0 0.70 2.608 0.273 0.5 1 28 100 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9165 K DALNRIDEDLIEEHYREDETAETVEA - 3 3074.3952 3075.3982 1.0029 -1.0034 -0.13 2.293 0.154 1.3 1 24 100 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R DIVGEAINPFSR E 2 1316.6724 1316.6654 -0.0070 0 -5.30 3.269 0.355 0 1 18 22 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 K DQIFAAYAEGEDLRDLVNIVGR E 3 2463.2394 2463.2400 0.0006 0 0.24 4.848 0.482 0 1 39 84 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EALSELDNKYLDFADRFEEEFVDQGTDTAR S 3 3522.6063 3522.6278 0.0215 0 6.10 5.802 0.497 0 1 35 116 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EALSELDNKYLDFADRFEEEFVDQGTDTAR S 4 3522.6063 3522.6132 0.0069 0 1.96 3.583 0.308 0.3 3 34 174 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9880 R EALSELDNKYLDFADRFEEEFVDQGTDTAR S 4 3522.6063 3523.6109 1.0046 -1.0034 0.35 3.422 0.117 0.5 3 33 174 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EGSVTQLPILTMPGDDDTHPIPDLTGYITEGQIYIDR D 3 4069.9830 4070.9782 0.9951 -1.0034 -2.02 4.963 0.556 0 1 38 144 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EYPEEFIQTGVSAIDGMNTLVR G 3 2468.1893 2469.1882 0.9988 -1.0034 -1.82 4.657 0.523 0 1 37 84 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EYPEEFIQTGVSAIDGMNTLVR G 3 2468.1893 2469.1882 0.9988 -1.0034 -1.82 4.414 0.481 0 1 38 84 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EYPEEFIQTGVSAIDGMNTLVR G 3 2468.1893 2468.1892 -0.0002 0 -0.06 4.801 0.545 0 1 36 84 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EYPEEFIQTGVSAIDGMNTLVR G 3 2468.1893 2468.1967 0.0074 0 2.98 4.441 0.524 0 1 36 84 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R EYPEEFIQTGVSAIDGMNTLVR G 3 2468.1893 2469.1882 0.9988 -1.0034 -1.82 4.886 0.562 0 1 38 84 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R GYPGYMYTDLAQLYER A 2 1938.8822 1938.8854 0.0032 0 1.66 4.16 0.585 0 1 23 30 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R LMDDGIGEGLTR A 2 1275.6129 1275.6098 -0.0031 0 -2.42 3.361 0.38 0 1 19 22 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 K LPIFSASGLPHNDLALQIAR Q 3 2132.1742 2132.1753 0.0010 0 0.48 5.077 0.44 0 1 34 76 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 K LPIFSASGLPHNDLALQIAR Q 3 2132.1742 2132.1776 0.0034 0 1.60 5.287 0.398 0 1 35 76 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 K LPIFSASGLPHNDLALQIAR Q 3 2132.1742 2132.1798 0.0056 0 2.63 5.473 0.459 0 1 36 76 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9688 K LPIFSASGLPHNDLALQIAR Q 4 2132.1742 2132.1799 0.0057 0 2.65 2.357 0.047 1.3 11 31 114 2 0 1



Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0559 0.0012 0 0.59 5.034 0.258 0 1 28 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0619 0.0071 0 3.47 4.455 0.495 0 1 22 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0545 -0.0003 0 -0.13 5.119 0.417 0 1 32 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2075.0547 2075.0522 -0.0025 0 -1.21 5.423 0.431 0 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 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0526 -0.0021 0 -1.02 5.266 0.426 0 1 30 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2075.0547 2075.0559 0.0011 0 0.55 5.618 0.467 0 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 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2075.0547 2075.0502 -0.0045 0 -2.18 5.514 0.49 0 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 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0575 0.0027 0 1.33 4.537 0.495 0 1 23 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2075.0547 2075.0564 0.0017 0 0.82 5.314 0.486 0 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 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0557 0.0010 0 0.50 5.864 0.468 0 1 34 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2075.0547 2075.0544 -0.0003 0 -0.15 4.259 0.413 0 1 27 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 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2075.0547 2075.0471 -0.0076 0 -3.68 3.651 0.331 0 1 28 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 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0535 -0.0012 0 -0.57 4.828 0.441 0 1 35 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0559 0.0012 0 0.59 6.333 0.456 0 1 34 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0582 0.0035 0 1.69 4.503 0.492 0 1 22 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0648 0.0101 0 4.89 4.504 0.493 0 1 23 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0585 0.0038 0 1.83 4.85 0.413 0 1 29 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2060.0482 0.9934 -1.0034 -4.81 3.72 0.364 0 1 26 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9989 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0582 0.0034 0 1.67 3.061 0.223 0.5 76 20 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 1 R SVVFMNLADDPAVER T 2 1661.8083 1661.8116 0.0033 0 1.98 3.329 0.47 0 1 18 28 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9999 R VMDGTGQPIDGGPEIVPDERRDIVGEAINPFSR E 4 3535.7365 3535.7431 0.0066 0 1.86 2.274 0.258 0.3 1 46 192 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9993 R VMDGTGQPIDGGPEIVPDERRDIVGEAINPFSR E 4 3535.7365 3535.7441 0.0076 0 2.14 2.178 0.155 2.8 1 47 192 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14) ntpB rrnAC3160 470 60.2 15 50 0.9156 R VMDGTGQPIDGGPEIVPDERRDIVGEAINPFSR E 3 3535.7365 3536.7460 1.0095 -1.0034 1.73 2.727 0.205 0.8 131 24 128 2 1 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 0.9993 K NYTEQQVLSDYENAAAQEADILSQWVDRNR L 4 3525.6396 3525.6291 -0.0105 0 -2.99 3.513 0.244 0.3 17 34 174 2 1 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K AALSADAADIHLVER N 3 1550.8052 1550.8046 -0.0006 0 -0.41 3.1 0.4 0 1 27 56 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K AALSADAADIHLVER N 3 1550.8052 1550.8088 0.0036 0 2.30 2.931 0.475 0 1 24 56 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K AALSADAADIHLVER N 3 1550.8052 1550.8059 0.0006 0 0.42 2.703 0.404 0 1 24 56 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K AALSADAADIHLVER N 3 1550.8052 1550.8055 0.0003 0 0.18 3.041 0.334 0 1 25 56 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R ANEPISEANDLR S 2 1327.6368 1327.6454 0.0086 0 6.50 3.18 0.407 0 1 17 22 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 0.9998 R DALKEQINEAER A 2 1414.7052 1414.7063 0.0010 0 0.74 3.065 0.307 0 1 17 22 2 1 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 0.9996 R DALKEQINEAER A 2 1414.7052 1414.7079 0.0026 0 1.86 3.048 0.263 0 1 18 22 2 1 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R DASEQVAESTQKISDDAYDQKDR L 3 2598.1681 2598.1695 0.0014 0 0.54 5.375 0.493 0 1 36 88 2 2 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K EAEVSRAEALEVNKYLQK K 3 2076.0851 2076.0862 0.0011 0 0.52 5.091 0.376 0 1 29 68 2 2 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R GLGGNMLQSYSENSR A 2 1611.7311 1611.7352 0.0041 0 2.53 4.684 0.471 0 1 21 28 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R GLGGNMLQSYSENSR A 2 1627.7311 1627.7224 -0.0087 0 -5.37 3.365 0.277 0 1 15 28 2 0 1 GLGGNM[147]LQSYSENSR
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R GLGGNMLQSYSENSR A 2 1611.7311 1611.7337 0.0026 0 1.62 4.681 0.533 0 1 22 28 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R GLGGNMLQSYSENSR A 2 1627.7311 1627.7275 -0.0036 0 -2.22 4.371 0.522 0 1 20 28 2 0 1 GLGGNM[147]LQSYSENSR
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R IASEFNGMVDELEK T 2 1580.7392 1581.7454 1.0062 -1.0034 1.82 4.772 0.48 0 1 21 26 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K KAEEFSDVMEETAAGNLTER M 3 2242.0110 2244.0082 1.9971 -2.0067 -4.26 3.57 0.349 0 1 29 76 2 0 1 KAEEFSDVM[147]EETAAGNLTER
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K KAEEFSDVMEETAAGNLTER M 2 2242.0110 2243.0254 1.0144 -1.0034 4.94 5.577 0.579 0 1 23 38 2 0 1 KAEEFSDVM[147]EETAAGNLTER
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 0.9887 K KAEEFSDVMEETAAGNLTER M 2 2242.0110 2243.9981 1.9871 -2.0067 -8.73 2.365 0.212 0.1 2 13 38 2 0 1 KAEEFSDVM[147]EETAAGNLTER
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R LATISEDLDTLVDTLEELEADNPDIDLGDSLER F 3 3628.7367 3629.7382 1.0014 -1.0034 -0.52 4.684 0.4 0 1 31 128 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R LATISEDLDTLVDTLEELEADNPDIDLGDSLER F 4 3628.7367 3628.7456 0.0088 0 2.43 4.811 0.331 0 1 47 192 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R LATISEDLDTLVDTLEELEADNPDIDLGDSLER F 3 3628.7367 3628.7602 0.0234 0 6.46 6.08 0.528 0 1 39 128 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R LATISEDLDTLVDTLEELEADNPDIDLGDSLER F 3 3628.7367 3628.7451 0.0084 0 2.32 4.667 0.32 0 4 26 128 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R MATDGENESMDRIASEFNGMVDELEK T 3 2917.2416 2917.2365 -0.0052 0 -1.77 7.401 0.511 0 1 42 100 2 1 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R NAAQSQVVASTSNSQVLTNSPLESTSR A 3 2775.3635 2775.3706 0.0070 0 2.54 6.74 0.567 0 1 37 104 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R NAAQSQVVASTSNSQVLTNSPLESTSR A 3 2775.3635 2775.3620 -0.0016 0 -0.56 6.358 0.601 0 1 41 104 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K NYTEQQVLSDYENAAAQEADILSQWVDR N 3 3255.4956 3255.5015 0.0059 0 1.80 5.338 0.55 0 1 43 108 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K NYTEQQVLSDYENAAAQEADILSQWVDR N 3 3255.4956 3255.4997 0.0040 0 1.24 5.08 0.492 0 1 39 108 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K NYTEQQVLSDYENAAAQEADILSQWVDRNR L 3 3525.6396 3525.6494 0.0098 0 2.78 6.982 0.468 0 1 41 116 2 1 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K NYTEQQVLSDYENAAAQEADILSQWVDRNR L 3 3525.6396 3526.6582 1.0185 -1.0034 4.31 6.014 0.509 0 1 45 116 2 1 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R QGNLDIDIATSR I 2 1301.6575 1301.6598 0.0022 0 1.72 2.864 0.384 0 1 19 22 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R QGNLDIDIATSR I 2 1301.6575 1301.6609 0.0033 0 2.57 2.843 0.357 0 1 19 22 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R QGNLDIDIATSR I 2 1301.6575 1301.6581 0.0005 0 0.41 2.589 0.338 0 1 18 22 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 0.9999 R QGNLDIDIATSR I 2 1301.6575 1301.6594 0.0019 0 1.44 2.577 0.281 0 1 19 22 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R SSEQQSGVTADMPAADVLSER Y 2 2192.9906 2192.9903 -0.0003 0 -0.13 4.187 0.474 0 1 26 40 2 0 1 SSEQQSGVTADM[147]PAADVLSER
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R SSEQQSGVTADMPAADVLSER Y 2 2192.9906 2193.9937 1.0031 -1.0034 -0.10 4.851 0.463 0 1 23 40 2 0 1 SSEQQSGVTADM[147]PAADVLSER
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R SSEQQSGVTADMPAADVLSER Y 2 2176.9906 2176.9930 0.0024 0 1.10 5.573 0.558 0 1 27 40 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R SSEQQSGVTADMPAADVLSER Y 2 2176.9906 2176.9959 0.0053 0 2.44 4.462 0.602 0 1 28 40 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K TIGQLNSFADEVAESGDVVLSSAESVR D 3 2779.3512 2779.3592 0.0079 0 2.85 5.496 0.499 0 1 39 104 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K TIGQLNSFADEVAESGDVVLSSAESVR D 3 2779.3512 2779.3581 0.0068 0 2.46 5.633 0.576 0 1 40 104 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K TIGQLNSFADEVAESGDVVLSSAESVR D 3 2779.3512 2779.3531 0.0019 0 0.68 3.61 0.374 0.1 1 26 104 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K TIGQLNSFADEVAESGDVVLSSAESVR D 3 2779.3512 2779.3531 0.0019 0 0.68 3.907 0.253 0 2 25 104 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 K TIGQLNSFADEVAESGDVVLSSAESVR D 2 2779.3512 2779.3641 0.0129 0 4.64 5.896 0.499 0 1 26 52 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 0.9950 K TIGQLNSFADEVAESGDVVLSSAESVRDASEQVAESTQK I 4 4052.9298 4053.9309 1.0011 -1.0034 -0.56 3.677 0.138 0.7 2 40 228 2 1 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R YAKPLGDILNR F 3 1258.7033 1258.7052 0.0019 0 1.51 2.898 0.32 0.1 2 22 40 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R YAKPLGDILNR F 3 1258.7033 1258.7182 0.0148 0 11.80 2.737 0.288 0.2 1 23 40 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R YILIEYSLDEIANSLQGNNR A 3 2324.1648 2324.1654 0.0005 0 0.23 4.834 0.428 0 1 33 76 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R YILIEYSLDEIANSLQGNNR A 3 2324.1648 2324.1705 0.0057 0 2.44 5.579 0.406 0 1 34 76 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R YILIEYSLDEIANSLQGNNR A 3 2324.1648 2324.1740 0.0091 0 3.94 5.292 0.496 0 1 36 76 2 0 1
Q5V4Y8_HALMA 1 MCP domain signal transducer htr rrnAC0371 640 50.8 20 50 1 R YILIEYSLDEIANSLQGNNR A 3 2324.1648 2324.1701 0.0053 0 2.28 5.305 0.475 0 1 37 76 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2223.0260 0.9921 -1.0034 -5.08 5.022 0.511 0 1 22 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.0113 0.0055 0 2.67 5.425 0.561 0 1 25 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.0111 0.0053 0 2.55 5.755 0.599 0 1 25 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 3 2058.0058 2058.0069 0.0011 0 0.53 4.799 0.464 0 1 34 68 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 3 2058.0058 2058.0087 0.0029 0 1.42 3.606 0.475 0 1 28 68 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.0096 0.0038 0 1.84 5.641 0.583 0 1 25 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 3 2058.0058 2058.0071 0.0013 0 0.62 3.897 0.421 0 1 28 68 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.0091 0.0033 0 1.61 5.526 0.557 0 1 25 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.0084 0.0026 0 1.25 5.622 0.608 0 1 26 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2059.3654 1.3596 -1.0034 173.12 3.542 0.375 0 1 16 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.9654 0.9596 -1.0034 -21.25 3.617 0.392 0 1 18 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K AIDFSDPYYSSNQAIIVR E 3 2058.0058 2058.0102 0.0044 0 2.13 4.96 0.491 0 1 34 68 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9999 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.0077 0.0018 0 0.89 3.686 0.169 0 1 22 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9996 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.0086 0.0028 0 1.37 3.565 0.114 0.2 1 21 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9996 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2058.0121 0.0062 0 3.03 3.621 0.114 0.1 1 23 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9989 K AIDFSDPYYSSNQAIIVR E 3 2058.0058 2058.0093 0.0035 0 1.69 2.974 0.215 0.1 32 21 68 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9960 K AIDFSDPYYSSNQAIIVR E 2 2058.0058 2059.3654 1.3596 -1.0034 173.12 2.168 0.289 0 2 14 34 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R DKAIDFSDPYYSSNQAIIVR E 2 2301.1277 2301.1417 0.0140 0 6.07 4.615 0.391 0 1 26 38 2 1 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R DKAIDFSDPYYSSNQAIIVR E 2 2301.1277 2301.1393 0.0115 0 5.01 5.167 0.448 0 1 27 38 2 1 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R DLTEKWFGQK - 2 1250.6295 1250.6254 -0.0041 0 -3.26 3.274 0.348 0 1 14 18 2 1 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R DLTEKWFGQK - 2 1250.6295 1250.6308 0.0013 0 1.05 3.337 0.386 0 1 14 18 2 1 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9998 R DLTEKWFGQK - 2 1250.6295 1250.6290 -0.0005 0 -0.42 2.846 0.319 0.1 1 13 18 2 1 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9978 R DLTEKWFGQK - 3 1250.6295 1250.6311 0.0016 0 1.26 2 0.282 0.1 7 19 36 2 1 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2223.0177 0.9838 -1.0034 -8.82 4.238 0.554 0 1 23 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2222.0431 0.0091 0 4.11 5.178 0.59 0 1 25 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2223.0272 0.9933 -1.0034 -4.54 4.934 0.521 0 1 25 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2222.0360 0.0021 0 0.93 6.024 0.562 0 1 26 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2223.0223 0.9884 -1.0034 -6.73 5.018 0.521 0 1 23 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2222.0414 0.0074 0 3.34 5.467 0.408 0 1 21 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2222.0387 0.0047 0 2.14 5.605 0.427 0 1 22 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2222.0375 0.0035 0 1.59 5.99 0.561 0 1 25 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 R ENGSFSPSSLEDLSEAAVGAQK G 2 2222.0339 2222.0406 0.0067 0 3.01 4.918 0.581 0 1 24 42 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9999 R ENGSFSPSSLEDLSEAAVGAQK G 3 2222.0339 2223.0236 0.9897 -1.0034 -6.16 3.583 0.276 0.1 1 27 84 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9972 R ENGSFSPSSLEDLSEAAVGAQK G 3 2222.0339 2223.0228 0.9889 -1.0034 -6.49 3.205 0.156 0.2 1 31 84 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 D PYYSSNQAIIVR E 2 1409.7303 1409.7334 0.0030 0 2.16 4.572 0.538 0 1 19 22 1 0 1



Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 D PYYSSNQAIIVR E 2 1409.7303 1409.7308 0.0005 0 0.34 3.854 0.51 0 1 19 22 1 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 D PYYSSNQAIIVR E 2 1409.7303 1409.7300 -0.0004 0 -0.26 3.825 0.499 0 1 19 22 1 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 D PYYSSNQAIIVR E 2 1409.7303 1409.7324 0.0021 0 1.47 4.088 0.56 0 1 19 22 1 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 D PYYSSNQAIIVR E 2 1409.7303 1409.7351 0.0048 0 3.37 3.379 0.472 0 1 18 22 1 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 0.9994 D PYYSSNQAIIVR E 2 1409.7303 1409.7346 0.0043 0 3.03 2.889 0.385 0 1 15 22 1 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K SLIPALNNGNVDVVAAGMTINDER D 2 2482.2486 2481.8454 -0.4032 0 -162.42 4.404 0.6 0 1 25 46 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K SLIPALNNGNVDVVAAGMTINDER D 2 2482.2486 2484.2454 1.9968 -2.0067 -3.98 4.745 0.401 0 1 31 46 2 0 1
Q5V4X9_HALMA 1 Glutamine ABC transporter permease protein glnH1 rrnAC0381 262 34.4 9 49 1 K SLIPALNNGNVDVVAAGMTINDER D 3 2482.2486 2483.2452 0.9966 -1.0034 -2.73 4.412 0.43 0 1 36 92 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R VLAMEYLTGQK V 2 1251.6533 1251.6563 0.0030 0 2.41 4.001 0.333 0 1 18 20 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R DTMLELGPAFIK V 2 1333.6952 1333.6970 0.0018 0 1.33 4.089 0.259 0 1 19 22 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9992 R DTMLELGPAFIK V 2 1349.6952 1351.3454 1.6502 -2.0067 -264.12 2.802 0.253 0.1 1 18 22 2 0 1 DTM[147]LELGPAFIK
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R DVDDLVDVLVALDVLEPHVNR A 3 2344.2274 2344.2273 -0.0001 0 -0.05 5.613 0.561 0 1 40 80 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R DVDDLVDVLVALDVLEPHVNR A 3 2344.2274 2344.2295 0.0021 0 0.89 4.468 0.484 0 1 38 80 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R DVDDLVDVLVALDVLEPHVNR A 3 2344.2274 2344.2313 0.0039 0 1.67 4.868 0.544 0 1 36 80 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R DVDDLVDVLVALDVLEPHVNR A 3 2344.2274 2344.2328 0.0054 0 2.30 5.389 0.549 0 1 40 80 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R DVDDLVDVLVALDVLEPHVNR A 4 2344.2274 2344.2326 0.0052 0 2.21 3.366 0.259 0 1 34 120 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R DVDDLVDVLVALDVLEPHVNRAEVGR V 4 2856.4981 2856.4941 -0.0040 0 -1.41 5.184 0.337 0 1 54 150 2 1 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R FFPFALAFLR D 2 1227.6804 1227.6808 0.0003 0 0.27 2.651 0.296 0 1 15 18 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R FFPFALAFLR D 2 1227.6804 1227.6808 0.0003 0 0.27 2.827 0.265 0 1 16 18 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9999 R FFPFALAFLR D 2 1227.6804 1227.6820 0.0016 0 1.27 2.41 0.293 0 1 15 18 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9999 R GLVPLIRPFATER Q 2 1467.8562 1467.8619 0.0057 0 3.88 2.498 0.31 0.3 2 14 24 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9978 R GLVPLIRPFATER Q 2 1467.8562 1467.8565 0.0003 0 0.22 2.365 0.218 0.5 9 13 24 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R IPPDVMLLIR V 2 1165.6893 1165.6925 0.0032 0 2.71 2.623 0.371 0 2 15 18 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9939 R IPPDVMLLIR V 2 1165.6893 1165.6909 0.0016 0 1.35 2.21 0.156 0.1 8 12 18 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R LLLFDFGMNER L 2 1353.6751 1353.6778 0.0027 0 2.00 3.369 0.46 0 1 18 20 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R LLLFDFGMNER L 2 1353.6751 1355.6454 1.9703 -2.0067 -26.87 3.126 0.35 0 1 18 20 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R LLLFDFGMNER L 2 1353.6751 1353.6784 0.0033 0 2.45 3.376 0.463 0 1 18 20 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9997 R LLLFDFGMNER L 2 1353.6751 1355.6454 1.9703 -2.0067 -26.87 2.815 0.295 0.1 1 17 20 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R LPPTVQEDIVALYR A 2 1612.8824 1612.8822 -0.0002 0 -0.15 4.136 0.498 0 1 22 26 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9999 R LPPTVQEDIVALYR A 3 1612.8824 1612.8876 0.0052 0 3.21 3.2 0.209 0 1 26 52 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9990 R LPPTVQEDIVALYR A 3 1612.8824 1612.8894 0.0070 0 4.34 2.813 0.162 0.1 2 22 52 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R MIITELTTNLR A 2 1303.7169 1303.7254 0.0085 0 6.54 3.411 0.437 0 1 18 20 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R MIITELTTNLR A 2 1303.7169 1303.7208 0.0039 0 2.97 3.235 0.408 0 1 18 20 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9998 R MIITELTTNLR A 2 1303.7169 1304.7246 1.0077 -1.0034 3.31 3.474 0.217 0.3 1 18 20 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R QLDPEFDFLAAVR S 2 1519.7671 1519.7672 0.0001 0 0.04 3.079 0.341 0 1 16 24 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R QLDPEFDFLAAVR S 2 1519.7671 1519.7674 0.0003 0 0.20 3.174 0.498 0 1 19 24 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9862 R QLDPEFDFLAAVR S 3 1519.7671 1519.7782 0.0110 0 7.27 2.707 0.101 0.8 22 19 48 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R QRAEQIRDTMLELGPAFIK V 3 2215.1783 2215.1717 -0.0067 0 -3.01 4.326 0.384 0 1 25 72 2 2 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9990 R QRAEQIRDTMLELGPAFIK V 4 2215.1783 2215.1787 0.0003 0 0.15 3.18 0.228 0.1 16 30 108 2 2 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R RPELKPMITR D 3 1239.7121 1239.7139 0.0018 0 1.42 3.081 0.225 0 1 26 36 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R RPELKPMITR D 3 1239.7121 1239.7105 -0.0016 0 -1.31 3.08 0.288 0 1 26 36 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9996 R RPELKPMITR D 3 1239.7121 1239.7126 0.0005 0 0.39 2.8 0.161 0 1 24 36 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R SFLVEQGLIENELNALIEETR A 2 2416.2485 2416.2520 0.0035 0 1.46 5.888 0.403 0 1 27 40 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R SFLVEQGLIENELNALIEETR A 3 2416.2485 2416.2537 0.0052 0 2.14 5.656 0.408 0 1 36 80 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R SFLVEQGLIENELNALIEETR A 3 2416.2485 2416.2506 0.0020 0 0.85 6.439 0.457 0 1 41 80 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R SFLVEQGLIENELNALIEETR A 3 2416.2485 2416.2553 0.0068 0 2.82 4.775 0.409 0 1 34 80 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R SFLVEQGLIENELNALIEETRADIR R 3 2871.4978 2872.5382 1.0403 -1.0034 12.88 4.516 0.394 0 1 29 96 2 1 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 R SFLVEQGLIENELNALIEETRADIRR S 4 3027.5989 3027.6071 0.0082 0 2.71 3.355 0.311 0.1 2 39 150 2 1 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9999 R SFLVEQGLIENELNALIEETRADIRR S 4 3027.5989 3027.6091 0.0102 0 3.35 3.363 0.22 0.1 1 41 150 2 1 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9275 R VLALVIENLEGR S 2 1324.7714 1324.6654 -0.1060 0 -80.00 2.026 0.054 0.3 6 13 22 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 1 K VTDGNAFDGIDMTPHEMATR I 3 2176.9517 2176.9563 0.0045 0 2.08 4.829 0.483 0 1 32 76 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9981 R YLVVLVR F 2 860.5484 860.5503 0.0018 0 2.14 2.111 0.142 0 1 11 12 2 0 1
Q5UWB0_HALMA 1 Hypothetical protein rrnB0272 rrnB0272 521 41.8 20 48 0.9937 R YLVVLVR F 2 860.5484 860.5454 -0.0030 0 -3.46 1.749 0.165 0.1 1 11 12 2 0 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 K MSQIEDLEGQIQDLQSQQDQLVEQKDELQK Q 3 3542.7046 3542.7156 0.0110 0 3.10 8.151 0.454 0 1 46 116 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R AEDPTETLDYSYEQLRDELQDVK Q 2 2756.2664 2756.2965 0.0301 0 10.91 3.779 0.417 0 1 18 44 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9929 R AEDPTETLDYSYEQLRDELQDVK Q 3 2756.2664 2756.2714 0.0050 0 1.80 3.12 0.138 0.1 1 26 88 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9920 R AEDPTETLDYSYEQLRDELQDVK Q 3 2756.2664 2756.2705 0.0040 0 1.47 3.165 0.13 0.1 1 24 88 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9731 R AEDPTETLDYSYEQLRDELQDVK Q 3 2756.2664 2756.2752 0.0088 0 3.19 3.159 0.079 0.1 1 24 88 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9846 R AEDPTETLDYSYEQLRDELQDVKQGIADLTTQK K 4 3811.8276 3811.8251 -0.0025 0 -0.65 2.815 0.198 0.3 118 30 192 2 2 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9498 R AEDPTETLDYSYEQLRDELQDVKQGIADLTTQK K 4 3811.8276 3813.8509 2.0233 -2.0067 4.35 2.269 0.076 0.2 5 39 192 2 2 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9987 R AEDPTETLDYSYEQLRDELQDVKQGIADLTTQKK R 4 3939.9225 3940.9309 1.0084 -1.0034 1.27 3.881 0.301 0.1 38 35 198 2 2 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 K GSVDAELDTLKAEMGK A 2 1662.8134 1662.8254 0.0120 0 7.23 3.972 0.529 0 1 20 30 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 K GSVDAELDTLKAEMGK A 2 1662.8134 1662.8254 0.0120 0 7.23 3.67 0.492 0 1 17 30 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 K GSVDAELDTLKAEMGK A 2 1662.8134 1663.8254 1.0120 -1.0034 5.22 4.718 0.544 0 1 22 30 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9999 K GSVDAELDTLKAEMGK A 3 1662.8134 1662.8192 0.0058 0 3.46 2.459 0.332 0 1 26 60 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9999 K GSVDAELDTLKAEMGK A 3 1662.8134 1662.8186 0.0052 0 3.13 2.315 0.338 0 1 24 60 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9998 K GSVDAELDTLKAEMGK A 3 1662.8134 1662.8168 0.0034 0 2.03 2.258 0.34 0 1 25 60 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 K MSQIEDLEGQIQDLQSQQDQLVEQKDELQK Q 3 3542.7046 3542.7083 0.0037 0 1.03 7.606 0.474 0 1 43 116 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 K MSQIEDLEGQIQDLQSQQDQLVEQKDELQK Q 3 3542.7046 3542.7101 0.0055 0 1.55 7.519 0.47 0 1 48 116 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 K MSQIEDLEGQIQDLQSQQDQLVEQKDELQK Q 4 3542.7046 3542.7150 0.0104 0 2.94 6.679 0.376 0 1 50 174 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 K MSQIEDLEGQIQDLQSQQDQLVEQKDELQK Q 4 3542.7046 3542.7204 0.0158 0 4.45 6.969 0.387 0 1 54 174 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9987 D PTETLDYSYEQLRDELQDVK Q 3 2441.1598 2441.1661 0.0063 0 2.57 4.312 0.307 0 1 27 76 1 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9983 D PTETLDYSYEQLRDELQDVK Q 3 2441.1598 2441.1659 0.0061 0 2.50 4.386 0.294 0 1 26 76 1 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9941 R QKGSVDAELDTLKAEMGK A 4 1918.9670 1920.9709 2.0039 -2.0067 -1.47 2.599 0.124 0.4 2 33 102 2 2 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R RLEENVEKHNEQAR Q 4 1750.8710 1750.8715 0.0005 0 0.29 4.607 0.331 0 1 36 78 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9999 R RLEENVEKHNEQAR Q 4 1750.8710 1750.8685 -0.0025 0 -1.45 3.563 0.237 0.1 1 32 78 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R SQAMDELREDGVLESQISDESSLER E 3 2822.2876 2822.2939 0.0063 0 2.23 6.689 0.485 0 1 40 96 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R SQAMDELREDGVLESQISDESSLER E 3 2838.2876 2838.2927 0.0051 0 1.80 6.015 0.392 0 1 37 96 2 1 1 SQAM[147]DELREDGVLESQISDESSLER
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R SQAMDELREDGVLESQISDESSLER E 3 2822.2876 2822.2961 0.0085 0 3.00 3.916 0.323 0 1 27 96 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9996 R SQAMDELREDGVLESQISDESSLER E 3 2822.2876 2824.3282 2.0405 -2.0067 11.99 3.411 0.309 0.2 5 23 96 2 1 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R SQAMDELREDGVLESQISDESSLERELEEVR Q 3 3577.6690 3577.7038 0.0347 0 9.71 4.623 0.453 0 1 45 120 2 2 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9999 R SQAMDELREDGVLESQISDESSLERELEEVR Q 4 3577.6690 3578.6909 1.0219 -1.0034 5.18 5.107 0.272 0 1 54 180 2 2 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R SQAMDELREDGVLESQISDESSLERELEEVRQK G 4 3833.8225 3833.8278 0.0053 0 1.38 6.797 0.398 0 1 47 192 2 3 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R SQAMDELREDGVLESQISDESSLERELEEVRQK G 4 3833.8225 3833.8317 0.0092 0 2.40 6.675 0.43 0 1 51 192 2 3 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9982 R SQAMDELREDGVLESQISDESSLERELEEVRQK G 4 3849.8225 3850.8509 1.0284 -1.0034 6.50 4.793 0.28 0.1 1 41 192 2 3 1 SQAM[147]DELREDGVLESQISDESSLERELEEVRQK
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9972 R SQAMDELREDGVLESQISDESSLERELEEVRQK G 5 3833.8225 3833.8332 0.0107 0 2.80 2.605 0.206 0.2 2 53 256 2 3 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R VNEAMTGAGDEMQDINQAIER A 2 2291.0158 2291.0165 0.0006 0 0.27 5.987 0.524 0 1 26 40 2 0 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R VNEAMTGAGDEMQDINQAIER A 3 2291.0158 2291.0149 -0.0010 0 -0.42 3.83 0.306 0 4 26 80 2 0 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R VNEAMTGAGDEMQDINQAIER A 2 2323.0158 2324.0106 0.9948 -1.0034 -3.69 5.417 0.586 0 1 25 40 2 0 1 VNEAM[147]TGAGDEM[147]QDINQAIER
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R VNEAMTGAGDEMQDINQAIER A 3 2291.0158 2291.0211 0.0053 0 2.29 5.856 0.444 0 1 39 80 2 0 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R VNEAMTGAGDEMQDINQAIER A 2 2291.0158 2291.0182 0.0023 0 1.02 6.091 0.537 0 1 27 40 2 0 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 1 R VNEAMTGAGDEMQDINQAIER A 2 2307.0158 2308.0177 1.0019 -1.0034 -0.65 3.863 0.384 0 1 18 40 2 0 1 VNEAMTGAGDEM[147]QDINQAIER
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9999 R VNEAMTGAGDEMQDINQAIER A 2 2291.0158 2291.0252 0.0094 0 4.11 4.184 0.108 0.1 1 21 40 2 0 1
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9998 R VNEAMTGAGDEMQDINQAIER A 3 2323.0158 2323.0036 -0.0123 0 -5.28 3.706 0.197 0 2 25 80 2 0 1 VNEAM[147]TGAGDEM[147]QDINQAIER
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9997 R VNEAMTGAGDEMQDINQAIER A 2 2307.0158 2307.0162 0.0004 0 0.17 4.956 0.563 0 1 26 40 2 0 1 VNEAM[147]TGAGDEMQDINQAIER
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9997 R VNEAMTGAGDEMQDINQAIER A 2 2307.0158 2307.0172 0.0014 0 0.59 5.007 0.548 0 1 25 40 2 0 1 VNEAMTGAGDEM[147]QDINQAIER
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9863 R VNEAMTGAGDEMQDINQAIER A 2 2323.0158 2322.1054 -0.9104 1 38.58 2.547 0.319 0 2 14 40 2 0 1 VNEAM[147]TGAGDEM[147]QDINQAIER
Q5UX61_HALMA 1 Transcription regulator pspA1 rrnAC3467 280 56.8 13 47 0.9864 R VNEAMTGAGDEMQDINQAIERAEERTEDMEAR S 4 3608.5777 3608.5690 -0.0087 0 -2.41 2.729 0.049 2.6 2 38 186 2 2 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9259 R VGIADAIDR K 2 928.4978 928.5254 0.0276 0 29.75 2.026 0.074 1.1 37 11 16 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9953 M AAIELDGVTK Q 2 1015.5550 1015.5558 0.0008 0 0.78 2.725 0.27 0 1 15 18 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9831 M AAIELDGVTK Q 2 1015.5550 1015.5654 0.0104 0 10.26 2.155 0.298 0 1 14 18 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPK R 3 1875.8962 1875.8952 -0.0011 0 -0.57 3.575 0.433 0 1 31 68 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPK R 3 1875.8962 1875.8979 0.0017 0 0.90 2.756 0.411 0 1 33 68 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPK R 4 1875.8962 1875.8951 -0.0011 0 -0.61 2.603 0.234 0.2 1 40 102 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPK R 4 1875.8962 1875.8979 0.0017 0 0.89 2.842 0.229 0.3 1 44 102 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPK R 3 1875.8962 1875.9082 0.0119 0 6.37 3.002 0.421 0 1 34 68 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9999 R ATDGSATVLGHDIHEEPK R 4 1875.8962 1875.8984 0.0022 0 1.15 2.603 0.21 0.7 1 36 102 2 0 1



Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPKR I 3 2031.9974 2031.9995 0.0021 0 1.04 4.637 0.457 0 1 33 72 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPKR I 3 2031.9974 2031.9977 0.0003 0 0.14 4.943 0.427 0 1 35 72 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPKR I 5 2031.9974 2032.0002 0.0028 0 1.37 3.244 0.398 0 1 53 144 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPKR I 5 2031.9974 2031.9999 0.0025 0 1.22 3.454 0.345 0 2 48 144 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPKR I 4 2031.9974 2031.9976 0.0002 0 0.10 2.042 0.298 0.1 1 37 108 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R ATDGSATVLGHDIHEEPKR I 3 2031.9974 2032.0004 0.0030 0 1.49 4.706 0.427 0 1 34 72 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 K DADEDPDELAER V 2 1373.5583 1373.5581 -0.0002 0 -0.18 3.227 0.372 0 1 19 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9999 R LVLAMALVGEPDLLILDEPTTGLDPNGAR L 3 3002.5998 3002.6101 0.0103 0 3.43 3.419 0.254 0.1 1 28 112 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9983 R LVLAMALVGEPDLLILDEPTTGLDPNGAR L 4 3002.5998 3003.6109 1.0111 -1.0034 2.57 4.646 0.144 0.1 2 37 168 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9851 R LVLAMALVGEPDLLILDEPTTGLDPNGAR L 3 3002.5998 3002.6132 0.0134 0 4.47 2.763 0.105 0.5 5 24 112 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9998 R QHLSFVIESK D 2 1186.6346 1186.6351 0.0005 0 0.41 2.121 0.295 0 1 14 18 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9990 R QHLSFVIESK D 2 1186.6346 1186.6366 0.0019 0 1.64 2.046 0.252 0.1 2 13 18 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9981 R QHLSFVIESK D 2 1186.6346 1186.6254 -0.0092 0 -7.73 2.333 0.241 0.3 40 10 18 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9968 R QHLSFVIESK D 2 1186.6346 1188.3454 1.7108 -2.0067 -249.34 2.204 0.249 0.2 1 12 18 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9823 R QHLSFVIESK D 2 1186.6346 1186.6350 0.0004 0 0.30 2.088 0.139 0.3 17 11 18 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9998 R QHLSFVIESKDADEDPDELAER V 4 2542.1823 2542.1857 0.0034 0 1.34 3.092 0.194 0.2 1 38 126 2 1 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9998 R QHLSFVIESKDADEDPDELAER V 3 2542.1823 2542.1841 0.0018 0 0.70 3.765 0.225 0 1 23 84 2 1 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9991 R QHLSFVIESKDADEDPDELAER V 2 2542.1823 2543.1856 1.0033 -1.0034 -0.01 2.863 0.378 0 1 18 42 2 1 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 K STTINILLDFVR A 2 1390.7820 1390.7857 0.0037 0 2.67 3.496 0.39 0 1 18 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 K STTINILLDFVR A 2 1390.7820 1390.7837 0.0016 0 1.18 3.543 0.389 0 1 18 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 K STTINILLDFVR A 2 1390.7820 1390.7840 0.0020 0 1.44 3.892 0.213 0.1 1 18 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 K STTINILLDFVR A 2 1390.7820 1390.7796 -0.0024 0 -1.72 3.298 0.377 0 1 18 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 K STTINILLDFVR A 2 1390.7820 1390.7840 0.0020 0 1.44 3.508 0.418 0 1 18 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 K STTINILLDFVR A 2 1390.7820 1390.7859 0.0038 0 2.76 4.19 0.215 0.1 1 18 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 K STTINILLDFVR A 2 1390.7820 1390.7844 0.0024 0 1.71 3.607 0.397 0 1 18 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9999 K STTINILLDFVR A 2 1390.7820 1390.7862 0.0042 0 3.02 3.707 0.171 0.2 1 18 22 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9762 K STTINILLDFVR A 3 1390.7820 1390.7782 -0.0039 0 -2.77 2.521 0.138 0.4 336 16 44 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9999 R TGVLPEGYDVYDR L 2 1482.6991 1482.7063 0.0071 0 4.82 2.642 0.304 0 1 20 24 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R TGVLPEGYDVYDRLTGR Q 2 1909.9534 1909.9576 0.0042 0 2.19 3.615 0.385 0 1 16 32 2 1 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R TGVLPEGYDVYDRLTGR Q 2 1909.9534 1909.9562 0.0027 0 1.43 3.924 0.365 0 1 18 32 2 1 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R TGVLPEGYDVYDRLTGR Q 2 1909.9534 1909.9588 0.0054 0 2.83 3.462 0.383 0 1 16 32 2 1 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9999 R TGVLPEGYDVYDRLTGR Q 2 1909.9534 1909.9560 0.0026 0 1.36 3.571 0.34 0 1 15 32 2 1 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 1 R VGIADAIDR K 2 928.4978 928.4997 0.0018 0 1.99 3.088 0.253 0 1 15 16 2 0 1
Q5UY81_HALMA 1 ABC transporter ATP-binding protein rrnAC3053 rrnAC3053 312 37.8 11 45 0.9996 R VGIADAIDR K 2 928.4978 928.4980 0.0001 0 0.15 2.504 0.204 0.1 2 11 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K VLEYTGPGVETLTVPER T 3 1858.9676 1858.9749 0.0073 0 3.93 3.01 0.351 0 1 27 64 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9781 0.0018 0 0.88 3.551 0.265 0.1 1 18 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9818 0.0055 0 2.67 6.609 0.6 0 1 29 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9828 0.0064 0 3.14 5.376 0.611 0 1 29 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9828 0.0064 0 3.14 5.308 0.371 0 1 26 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K ANLFNFGIVPLTIDEETYEK I 2 2312.1576 2312.1620 0.0043 0 1.88 4.577 0.484 0 1 26 38 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K ANLFNFGIVPLTIDEETYEK I 2 2312.1576 2312.1649 0.0073 0 3.14 4.47 0.501 0 1 25 38 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K ANLFNFGIVPLTIDEETYEK I 3 2312.1576 2312.1665 0.0088 0 3.82 4.314 0.393 0 1 33 76 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9999 K DVILELLR R 2 969.5859 969.5846 -0.0013 0 -1.33 3.126 0.167 0.1 2 12 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9998 K DVILELLR R 2 969.5859 969.5853 -0.0006 0 -0.64 2.333 0.233 0.1 1 12 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9998 K DVILELLR R 2 969.5859 969.5873 0.0014 0 1.43 2.548 0.218 0 2 13 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9864 K DVILELLR R 2 969.5859 969.5854 -0.0005 0 -0.49 2.026 0.085 0.4 2 12 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9980 K DVILELLRR L 2 1125.6870 1125.6881 0.0011 0 0.94 2.472 0.15 1.1 6 14 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9957 K DVILELLRR L 2 1125.6870 1125.6877 0.0007 0 0.62 2.406 0.146 1.2 17 13 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9934 K DVILELLRR L 2 1125.6870 1125.6892 0.0022 0 1.92 2.322 0.114 1.4 7 13 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K GPNIGDVPLKDPLETEVGGEALLK M 3 2460.3111 2461.3282 1.0170 -1.0034 5.57 5.488 0.457 0 1 36 92 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R LEGELPEWATAKDVILELLR R 3 2294.2522 2295.2482 0.9959 -1.0034 -3.23 3.53 0.354 0 1 35 76 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R LEGELPEWATAKDVILELLR R 3 2294.2522 2294.2595 0.0073 0 3.16 3.34 0.395 0 1 37 76 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R LEGELPEWATAKDVILELLR R 3 2294.2522 2294.2569 0.0047 0 2.05 4.167 0.37 0 1 39 76 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R LEGELPEWATAKDVILELLR R 3 2294.2522 2294.2511 -0.0012 0 -0.51 4.068 0.381 0 1 35 76 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9966 R LEGELPEWATAKDVILELLRR L 3 2450.3533 2450.3563 0.0030 0 1.23 3.01 0.191 0.5 3 25 80 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9999 K LSEFTLSR V 2 951.5025 951.5054 0.0029 0 3.07 2.506 0.244 0 1 11 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9999 K LSEFTLSR V 2 951.5025 951.5031 0.0006 0 0.59 2.347 0.271 0 2 11 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1930 2505.1822 -0.0109 0 -4.34 4.586 0.418 0 1 31 80 2 0 1 M[147]EDNITTDHIIPATQDILMYR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K MEDNITTDHIIPATQDILMYR S 3 2489.1930 2489.1952 0.0022 0 0.88 5.364 0.418 0 1 40 80 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K MEDNITTDHIIPATQDILMYR S 3 2489.1930 2489.2013 0.0082 0 3.31 5.478 0.439 0 1 42 80 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K MEDNITTDHIIPATQDILMYR S 3 2489.1930 2489.1959 0.0029 0 1.17 5.365 0.455 0 1 40 80 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K MEDNITTDHIIPATQDILMYR S 3 2489.1930 2489.2007 0.0077 0 3.09 5.481 0.436 0 1 37 80 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9999 R SAAGTFGAHFSR P 2 1207.5734 1207.5854 0.0120 0 9.96 3.593 0.443 0 1 18 22 1 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9997 K SGQTEFTIR V 2 1037.5142 1037.5165 0.0022 0 2.15 2.472 0.201 0 1 14 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9996 K SGQTEFTIR V 2 1037.5142 1037.5139 -0.0003 0 -0.32 2.719 0.145 0.2 1 13 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3220.5132 3220.5170 0.0038 0 1.17 4.438 0.412 0 1 38 112 2 1 1 TTITNM[147]GTELGATSSIFPTDDQTKDYLER
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3204.5139 0.0007 0 0.22 4.999 0.456 0 1 34 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3220.5132 3220.5170 0.0038 0 1.17 5.005 0.427 0 1 36 112 2 1 1 TTITNM[147]GTELGATSSIFPTDDQTKDYLER
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3204.5213 0.0080 0 2.51 4.95 0.473 0 1 37 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3204.5121 -0.0011 0 -0.35 5.555 0.473 0 1 32 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3205.5082 0.9949 -1.0034 -2.62 4.261 0.414 0 1 29 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 K VLEYTGPGVETLTVPER T 2 1858.9676 1859.9854 1.0178 -1.0034 7.79 4.607 0.555 0 1 23 32 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.7903 0.0038 0 2.12 5.025 0.54 0 1 25 30 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 1 R VNDDWEATGQLDASEREREILAAGGK L 4 2829.3529 2829.3564 0.0035 0 1.23 2.897 0.266 0 1 38 150 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9999 R VNDDWEATGQLDASEREREILAAGGK L 3 2829.3529 2830.3582 1.0052 -1.0034 0.67 4.364 0.274 0.1 1 33 100 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3) acnB rrnAC2158 677 32.9 17 44 0.9659 R VNDDWEATGQLDASEREREILAAGGK L 4 2829.3529 2829.3540 0.0010 0 0.36 2.499 0.057 1.5 7 35 150 2 2 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R NAQMVFQDPESSLNDRMTVGEIIREPLDVHEQGTAR E 4 4081.9586 4083.9709 2.0123 -2.0067 1.36 3.57 0.35 0 1 40 210 2 2 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R ALLSAIPEPDPTVQVDR I 2 1819.9680 1819.9715 0.0035 0 1.93 3.855 0.414 0 1 22 32 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R ALLSAIPEPDPTVQVDR I 2 1819.9680 1819.9712 0.0031 0 1.73 2.907 0.354 0 1 19 32 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9999 R ALLSAIPEPDPTVQVDR I 2 1819.9680 1819.9697 0.0017 0 0.92 2.688 0.314 0 1 20 32 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9995 R ALLSAIPEPDPTVQVDR I 2 1819.9680 1819.9714 0.0034 0 1.86 2.544 0.225 0.2 1 20 32 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9863 R ALLSAIPEPDPTVQVDRITLPGSPPSPR D 3 2922.5814 2922.5908 0.0094 0 3.22 2.12 0.201 0.7 1 33 108 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9806 R ALLSAIPEPDPTVQVDRITLPGSPPSPR D 3 2922.5814 2922.5800 -0.0014 0 -0.47 2.046 0.214 0.4 3 29 108 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 K AVDGVNFEISR G 2 1205.6040 1205.6063 0.0023 0 1.89 3.227 0.392 0 1 19 20 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 K AVDGVNFEISR G 2 1205.6040 1205.6075 0.0035 0 2.90 3.582 0.455 0 1 19 20 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 K AVDGVNFEISR G 2 1205.6040 1205.6067 0.0026 0 2.19 3.34 0.451 0 1 18 20 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R IRPEDIEASDAVWDR I 2 1770.8537 1770.8554 0.0017 0 0.97 4.973 0.487 0 1 25 28 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R IRPEDIEASDAVWDR I 3 1770.8537 1770.8541 0.0004 0 0.24 4.575 0.524 0 1 31 56 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R IRPEDIEASDAVWDR I 3 1770.8537 1770.8552 0.0015 0 0.86 4.815 0.451 0 1 31 56 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R IRPEDIEASDAVWDRIR E 3 2040.0388 2040.0426 0.0038 0 1.86 3.728 0.371 0 1 30 64 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R IRPEDIEASDAVWDRIR E 4 2040.0388 2040.0386 -0.0002 0 -0.09 3.059 0.318 0 2 37 96 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R IRPEDIEASDAVWDRIR E 3 2040.0388 2040.0423 0.0034 0 1.68 4.336 0.337 0 1 31 64 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R IRPEDIEASDAVWDRIR E 3 2040.0388 2040.0402 0.0014 0 0.70 4.703 0.439 0 1 33 64 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9993 R IRPEDIEASDAVWDRIR E 4 2040.0388 2040.0399 0.0010 0 0.51 2.703 0.141 0.3 1 38 96 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9998 R ITLPGSPPSPR D 2 1120.6240 1120.6252 0.0012 0 1.07 2.104 0.334 0 2 13 20 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9991 R ITLPGSPPSPR D 2 1120.6240 1120.6254 0.0014 0 1.27 2.021 0.289 0.1 4 13 20 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9982 R ITLPGSPPSPR D 2 1120.6240 1120.6254 0.0014 0 1.27 1.976 0.225 0.2 1 14 20 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9636 R ITLPGSPPSPR D 2 1120.6240 1120.6254 0.0014 0 1.27 1.798 0.174 0.2 22 11 20 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R MTVGEIIREPLDVHEQGTAR E 3 2266.1426 2266.1500 0.0074 0 3.28 4.32 0.38 0 1 39 76 2 1 1 M[147]TVGEIIREPLDVHEQGTAR
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R MTVGEIIREPLDVHEQGTAR E 3 2266.1426 2266.1376 -0.0050 0 -2.22 4.152 0.411 0 1 39 76 2 1 1 M[147]TVGEIIREPLDVHEQGTAR
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R MTVGEIIREPLDVHEQGTAR E 3 2250.1426 2251.1482 1.0055 -1.0034 0.98 4.415 0.373 0 1 36 76 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R MTVGEIIREPLDVHEQGTAR E 3 2250.1426 2251.1482 1.0055 -1.0034 0.98 4.685 0.437 0 1 36 76 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R MTVGEIIREPLDVHEQGTAR E 3 2250.1426 2251.1482 1.0055 -1.0034 0.98 5.619 0.382 0 1 36 76 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R MTVGEIIREPLDVHEQGTAR E 3 2250.1426 2250.1494 0.0068 0 3.00 3.868 0.329 0 1 37 76 2 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9921 R MTVGEIIREPLDVHEQGTAR E 4 2266.1426 2266.1384 -0.0042 0 -1.87 2.038 0.08 3.4 2 31 114 2 1 1 M[147]TVGEIIREPLDVHEQGTAR
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R NAQMVFQDPESSLNDR M 2 1849.8265 1849.8280 0.0015 0 0.79 4.085 0.428 0 1 24 30 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R NAQMVFQDPESSLNDR M 2 1849.8265 1849.8281 0.0016 0 0.85 4.37 0.413 0 1 22 30 2 0 1



Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R NAQMVFQDPESSLNDRMTVGEIIREPLDVHEQGTAR E 4 4081.9586 4083.9709 2.0123 -2.0067 1.36 3.47 0.417 0 1 43 210 2 2 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9988 M SESVVDTVSHQADETLLDVQDLKTYYEGGGLLGGDPVK A 4 4033.9644 4033.9794 0.0150 0 3.72 4.054 0.312 0.1 1 45 222 1 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9157 M SESVVDTVSHQADETLLDVQDLKTYYEGGGLLGGDPVK A 4 4033.9644 4035.9709 2.0065 -2.0067 -0.06 3.766 0.265 0.1 12 39 222 1 1 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R TLLDQVGLMPEHYYR Y 3 1833.9083 1833.9082 -0.0002 0 -0.08 3.057 0.292 0 1 26 56 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R TLLDQVGLMPEHYYR Y 3 1833.9083 1833.9113 0.0030 0 1.61 2.95 0.261 0 1 24 56 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R TLLDQVGLMPEHYYR Y 3 1849.9083 1849.9033 -0.0050 0 -2.69 2.522 0.31 0.2 2 21 56 2 0 1 TLLDQVGLM[147]PEHYYR
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 R TLLDQVGLMPEHYYR Y 2 1833.9083 1834.9254 1.0171 -1.0034 7.51 3.812 0.481 0 1 21 28 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9999 R TLLDQVGLMPEHYYR Y 2 1833.9083 1834.9054 0.9971 -1.0034 -3.39 2.797 0.382 0 1 14 28 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9997 R TLLDQVGLMPEHYYR Y 3 1849.9083 1849.9044 -0.0039 0 -2.10 2.06 0.286 0.3 1 23 56 2 0 1 TLLDQVGLM[147]PEHYYR
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 1 K TYYEGGGLLGGDPVK A 2 1524.7460 1524.7479 0.0019 0 1.23 3.531 0.406 0 1 20 28 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9928 R VGVMYLGNLMEVGPTEQLFQSPENPYTR A 3 3168.5260 3169.5382 1.0121 -1.0034 2.78 2.769 0.247 0.6 127 20 108 2 0 1
Q5UXL5_HALMA 1 Oligopeptide ABC transporter ATP-binding ykfD rrnAC3295 469 36.9 13 43 0.9886 R VGVMYLGNLMEVGPTEQLFQSPENPYTR A 3 3184.5260 3184.5430 0.0170 0 5.33 4.361 0.518 0 2 27 108 2 0 1 VGVMYLGNLM[147]EVGPTEQLFQSPENPYTR
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9999 R SSGGAVWGDVAERLEKPR R 2 1912.9755 1912.9802 0.0047 0 2.44 3.811 0.275 0 1 19 34 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9929 K DVTVAAVDFSGTAETKIDQVGEAVSLEQAIENNPEGSHVR V 3 4182.0353 4184.0782 2.0428 -2.0067 8.64 3.622 0.215 0.2 25 23 156 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 K IDQVGEAVSLEQAIENNPEGSHVR V 3 2590.2623 2590.2691 0.0067 0 2.60 4.846 0.46 0 1 41 92 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 K IDQVGEAVSLEQAIENNPEGSHVR V 3 2590.2623 2590.2647 0.0023 0 0.91 5.759 0.39 0 1 44 92 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 K IDQVGEAVSLEQAIENNPEGSHVR V 2 2590.2623 2590.2779 0.0156 0 6.02 5.367 0.471 0 1 24 46 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 K IDQVGEAVSLEQAIENNPEGSHVR V 3 2590.2623 2590.2683 0.0060 0 2.32 5.057 0.382 0 1 42 92 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 K IDQVGEAVSLEQAIENNPEGSHVR V 3 2590.2623 2590.2669 0.0045 0 1.75 5.203 0.402 0 1 41 92 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9999 R LSSLIADLK S 2 958.5699 958.5710 0.0011 0 1.14 2.996 0.169 0.2 1 15 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9999 R LSSLIADLK S 2 958.5699 958.5692 -0.0007 0 -0.70 3.021 0.175 0.4 1 15 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9999 R LSSLIADLK S 2 958.5699 958.5692 -0.0007 0 -0.77 2.543 0.255 0 1 15 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9998 R LSSLIADLK S 2 958.5699 958.5706 0.0007 0 0.70 2.527 0.212 0.1 1 15 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9896 R LSSLIADLK S 2 958.5699 958.5654 -0.0045 0 -4.67 2.018 0.153 0.3 8 10 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9673 R LSSLIADLK S 1 958.5699 958.5715 0.0015 0 1.60 2.089 0.076 0.7 18 11 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9999 R LSSLIADLKSAAR S 2 1343.7772 1343.7767 -0.0005 0 -0.38 2.944 0.381 0 1 16 24 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9100 R LSSLIADLKSAAR S 3 1343.7772 1343.7779 0.0007 0 0.54 2.291 0.162 1 208 16 48 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9959 S SGGAVWGDVAERLEKPR R 4 1825.9435 1825.9450 0.0015 0 0.82 3.375 0.255 0.2 1 43 96 1 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9999 R SSGGAVWGDVAER L 2 1289.6000 1289.6017 0.0016 0 1.27 2.729 0.267 0 1 16 24 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9999 R SSGGAVWGDVAER L 2 1289.6000 1289.6020 0.0020 0 1.55 2.802 0.273 0 1 16 24 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9988 R SSGGAVWGDVAER L 2 1289.6000 1289.6007 0.0007 0 0.51 2.62 0.171 0 2 16 24 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9939 R SSGGAVWGDVAER L 2 1289.6000 1289.6006 0.0005 0 0.42 2.646 0.1 0 5 15 24 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 R SSGGAVWGDVAERLEKPR R 2 1912.9755 1912.9775 0.0020 0 1.04 3.826 0.422 0 1 21 34 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9980 R SSGGAVWGDVAERLEKPR R 4 1912.9755 1912.9796 0.0040 0 2.11 2.202 0.108 0.4 1 44 102 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9965 R SSGGAVWGDVAERLEKPR R 4 1912.9755 1912.9816 0.0061 0 3.20 2.567 0.078 1.4 1 33 102 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9915 R SSGGAVWGDVAERLEKPR R 4 1912.9755 1912.9780 0.0025 0 1.28 2.311 0.045 0.6 1 43 102 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9827 R SSGGAVWGDVAERLEKPR R 4 1912.9755 1912.9764 0.0009 0 0.45 2.26 0.015 0.7 1 42 102 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9717 R SSGGAVWGDVAERLEKPR R 3 1912.9755 1912.0282 -0.9474 1 27.52 2.567 0.313 0.1 2 26 68 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9491 R SSGGAVWGDVAERLEKPR R 3 1912.9755 1913.9782 1.0026 -1.0034 -0.37 2.243 0.214 1 13 21 68 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 R SSGGAVWGDVAERLEKPRR T 3 2069.0766 2069.0784 0.0018 0 0.85 4.091 0.386 0 1 25 72 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 R SSGGAVWGDVAERLEKPRR T 3 2069.0766 2069.0784 0.0018 0 0.85 3.589 0.414 0 1 26 72 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9527 R SSGGAVWGDVAERLEKPRR T 5 2069.0766 2069.0766 0.0000 0 0.00 1.774 0.076 16.3 12 38 144 2 1 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 K VLGSGVLQK D 2 899.5440 899.5454 0.0014 0 1.58 2.765 0.327 0 1 14 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 K VLGSGVLQK D 2 899.5440 899.5441 0.0001 0 0.09 2.962 0.32 0 4 12 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 0.9999 K VLGSGVLQK D 2 899.5440 899.5448 0.0008 0 0.90 2.51 0.294 0 1 14 16 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 R YAQEDETVVVPGK V 2 1433.7038 1433.7051 0.0012 0 0.86 3.711 0.528 0 1 20 24 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 R YAQEDETVVVPGK V 2 1433.7038 1433.7064 0.0026 0 1.79 3.26 0.432 0 1 21 24 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 R YAQEDETVVVPGK V 2 1433.7038 1433.7029 -0.0010 0 -0.68 3.119 0.41 0 1 19 24 2 0 1
RL18E_HALMAReview 1 50S ribosomal protein L18e (Hl29) (L19) rpl18e rrnAC0064 116 81 12 43 1 R YAQEDETVVVPGK V 2 1433.7038 1433.7025 -0.0013 0 -0.93 3.825 0.502 0 1 22 24 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9910 R RQNGRPPQMGEGGELQR A 4 1924.9337 1924.9284 -0.0053 0 -2.76 2.857 0.046 0.8 3 36 96 2 0 1 RQNGRPPQM[147]GEGGELQR
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R ATGPEPVEEAAETEPAVELGHDEYDPK G 2 2879.2985 2879.3033 0.0048 0 1.67 4.991 0.49 0 1 22 52 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R ATGPEPVEEAAETEPAVELGHDEYDPK G 2 2879.2985 2879.3006 0.0021 0 0.73 4.328 0.465 0 1 20 52 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R ATGPEPVEEAAETEPAVELGHDEYDPK G 3 2879.2985 2879.3021 0.0036 0 1.26 5.141 0.488 0 1 33 104 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R ATGPEPVEEAAETEPAVELGHDEYDPK G 3 2879.2985 2879.3043 0.0058 0 2.02 5.026 0.476 0 1 36 104 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R ATGPEPVEEAAETEPAVELGHDEYDPK G 3 2879.2985 2879.3003 0.0018 0 0.62 5.164 0.498 0 1 35 104 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R ATGPEPVEEAAETEPAVELGHDEYDPK G 3 2879.2985 2879.2996 0.0011 0 0.37 5.022 0.514 0 1 32 104 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 D PVSESGTTYSHTFEEMGVYK Y 3 2263.9994 2264.0008 0.0013 0 0.59 4.049 0.503 0 1 27 76 1 0 1 PVSESGTTYSHTFEEM[147]GVYK
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 D PVSESGTTYSHTFEEMGVYK Y 2 2263.9994 2264.9940 0.9946 -1.0034 -3.88 4.758 0.521 0 1 20 38 1 0 1 PVSESGTTYSHTFEEM[147]GVYK
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 D PVSESGTTYSHTFEEMGVYK Y 2 2263.9994 2265.0064 1.0070 -1.0034 1.62 4.953 0.483 0 1 20 38 1 0 1 PVSESGTTYSHTFEEM[147]GVYK
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 D PVSESGTTYSHTFEEMGVYK Y 3 2247.9994 2248.0032 0.0038 0 1.68 4.75 0.459 0 1 31 76 1 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 D PVSESGTTYSHTFEEMGVYK Y 3 2247.9994 2248.0026 0.0032 0 1.43 4.428 0.454 0 1 29 76 1 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9999 D PVSESGTTYSHTFEEMGVYK Y 3 2263.9994 2263.9964 -0.0031 0 -1.35 3.178 0.409 0 1 26 76 1 0 1 PVSESGTTYSHTFEEM[147]GVYK
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9997 D PVSESGTTYSHTFEEMGVYK Y 3 2263.9994 2263.9954 -0.0040 0 -1.76 3.237 0.377 0 1 30 76 1 0 1 PVSESGTTYSHTFEEM[147]GVYK
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R QNGRPPQMGEGGELQR A 3 1752.8325 1752.8368 0.0042 0 2.41 3.459 0.33 0 1 28 60 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R QNGRPPQMGEGGELQR A 3 1752.8325 1752.8369 0.0044 0 2.52 3.814 0.417 0 2 28 60 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R QNGRPPQMGEGGELQR A 3 1752.8325 1752.8329 0.0004 0 0.22 3.491 0.39 0 1 29 60 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9997 R QNGRPPQMGEGGELQR A 2 1752.8325 1752.8360 0.0035 0 2.00 2.682 0.262 0 2 16 30 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9986 R QNGRPPQMGEGGELQR A 2 1752.8325 1752.8355 0.0030 0 1.72 2.633 0.175 0.1 2 16 30 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9960 R QNGRPPQMGEGGELQR A 3 1752.8325 1753.8198 0.9873 -1.0034 -9.14 2.931 0.142 0.4 1 26 60 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9956 R QNGRPPQMGEGGELQR A 3 1752.8325 1753.8166 0.9840 -1.0034 -11.02 2.927 0.138 0.3 1 25 60 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9880 R QNGRPPQMGEGGELQR A 3 1752.8325 1752.8353 0.0028 0 1.58 2.969 0.062 1 3 26 60 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9626 R QNGRPPQMGEGGELQR A 3 1752.8325 1753.8147 0.9822 -1.0034 -12.07 2.664 0.095 0.5 4 22 60 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9999 R RQNGRPPQMGEGGELQR A 4 1908.9337 1909.9216 0.9879 -1.0034 -8.12 3.184 0.269 0.3 2 35 96 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9993 R RQNGRPPQMGEGGELQR A 3 1908.9337 1909.9173 0.9835 -1.0034 -10.38 3.245 0.207 0.2 3 22 64 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9985 R RQNGRPPQMGEGGELQR A 4 1908.9337 1909.9201 0.9864 -1.0034 -8.89 3.124 0.157 0.4 2 36 96 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9885 R RQNGRPPQMGEGGELQR A 4 1908.9337 1909.9218 0.9881 -1.0034 -7.99 3.221 0.098 0.5 4 32 96 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9862 R RQNGRPPQMGEGGELQR A 4 1924.9337 1925.9107 0.9770 -1.0034 -13.69 3.169 0.117 1.7 8 31 96 2 0 1 RQNGRPPQM[147]GEGGELQR
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9860 R RQNGRPPQMGEGGELQR A 3 1908.9337 1908.9354 0.0017 0 0.90 2.451 0.135 1 15 21 64 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9574 R RQNGRPPQMGEGGELQR A 3 1908.9337 1909.9282 0.9944 -1.0034 -4.66 2.211 0.112 1.7 1 25 64 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9524 R RQNGRPPQMGEGGELQR A 3 1908.9337 1909.9178 0.9841 -1.0034 -10.09 2.877 0.043 0.8 1 26 64 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9498 R RQNGRPPQMGEGGELQR A 4 1924.9337 1925.9111 0.9774 -1.0034 -13.50 2.461 0.059 3.2 6 33 96 2 0 1 RQNGRPPQM[147]GEGGELQR
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9444 R RQNGRPPQMGEGGELQR A 3 1908.9337 1908.9347 0.0010 0 0.52 2.642 0.055 0.9 25 20 64 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9298 R RQNGRPPQMGEGGELQR A 3 1908.9337 1909.9195 0.9857 -1.0034 -9.23 2.856 0.038 0.4 2 24 64 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 0.9154 R RQNGRPPQMGEGGELQR A 3 1908.9337 1908.9285 -0.0052 0 -2.74 1.989 0.103 4.3 34 19 64 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R TDADSVEISVGAQGNNGAFAFDPPAVR V 2 2704.2729 2704.2809 0.0079 0 2.93 5.631 0.601 0 1 30 52 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R TDADSVEISVGAQGNNGAFAFDPPAVR V 2 2704.2729 2705.2854 1.0125 -1.0034 3.39 4.692 0.562 0 1 25 52 2 0 1
Q5V2Z9_HALMA 1 Halocyanin-like hcp5 rrnAC1152 409 26.7 6 42 1 R TDADSVEISVGAQGNNGAFAFDPPAVR V 2 2704.2729 2704.2772 0.0043 0 1.58 4.962 0.62 0 1 28 52 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9999 R LGDSNPDVVLEEPDREFESSDLPYPAWGEQIPDVR V 4 3969.8544 3969.8669 0.0125 0 3.14 3.866 0.235 0.3 2 38 204 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K AVIQDQFGVMFQR T 3 1537.7711 1537.7715 0.0004 0 0.25 3.175 0.257 0 1 26 48 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K AVIQDQFGVMFQR T 2 1553.7711 1553.7716 0.0005 0 0.29 3.543 0.521 0 1 20 24 2 0 1 AVIQDQFGVM[147]FQR
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K AVIQDQFGVMFQR T 2 1537.7711 1537.7744 0.0033 0 2.12 3.243 0.283 0.1 1 20 24 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9317 K AVIQDQFGVMFQR T 3 1553.7711 1554.7723 1.0012 -1.0034 -1.40 2.82 0.041 0.3 5 21 48 2 0 1 AVIQDQFGVM[147]FQR
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9994 R FIPMTFDPAR D 2 1193.5903 1195.6054 2.0151 -2.0067 7.06 2.764 0.266 0 2 15 18 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGDSNPDVVLEEPDREFESSDLPYPAWGEQIPDVR V 3 3969.8544 3969.8644 0.0100 0 2.51 5.959 0.48 0 1 54 136 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGDSNPDVVLEEPDREFESSDLPYPAWGEQIPDVR V 4 3969.8544 3971.8509 1.9965 -2.0067 -2.58 4.294 0.311 0 1 40 204 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGDSNPDVVLEEPDREFESSDLPYPAWGEQIPDVR V 3 3969.8544 3969.8633 0.0089 0 2.24 6.882 0.527 0 1 54 136 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGDSNPDVVLEEPDREFESSDLPYPAWGEQIPDVR V 3 3969.8544 3969.8596 0.0052 0 1.31 6.27 0.536 0 1 53 136 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGDSNPDVVLEEPDREFESSDLPYPAWGEQIPDVR V 3 3969.8544 3969.8673 0.0129 0 3.25 6.172 0.526 0 1 53 136 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9982 R LGDSNPDVVLEEPDREFESSDLPYPAWGEQIPDVR V 4 3969.8544 3971.8509 1.9965 -2.0067 -2.58 3.485 0.169 0.9 2 40 204 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9800 R LGDSNPDVVLEEPDREFESSDLPYPAWGEQIPDVR V 4 3969.8544 3971.8909 2.0365 -2.0067 7.50 2.974 0.073 1.9 2 39 204 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGVYADKMNVDADSESWQFLRPAPK Q 3 2836.3854 2836.3936 0.0082 0 2.87 6.138 0.484 0 1 37 96 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGVYADKMNVDADSESWQFLRPAPK Q 3 2836.3854 2836.3868 0.0014 0 0.49 6.124 0.479 0 1 40 96 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGVYADKMNVDADSESWQFLRPAPK Q 4 2836.3854 2836.3884 0.0030 0 1.04 3.026 0.344 0.1 1 46 144 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGVYADKMNVDADSESWQFLRPAPK Q 4 2836.3854 2836.3903 0.0049 0 1.73 3.337 0.349 0 1 41 144 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R LGVYADKMNVDADSESWQFLRPAPK Q 4 2836.3854 2836.3950 0.0095 0 3.36 3.431 0.438 0 1 39 144 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9999 R LGVYADKMNVDADSESWQFLRPAPK Q 4 2836.3854 2836.3933 0.0078 0 2.76 3.262 0.248 0.1 1 44 144 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9996 R LGVYADKMNVDADSESWQFLRPAPK Q 4 2852.3854 2852.3862 0.0008 0 0.26 3.662 0.153 0.1 1 45 144 2 1 1 LGVYADKM[147]NVDADSESWQFLRPAPK



Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K MNVDADSESWQFLRPAPK Q 2 2089.9891 2089.9952 0.0061 0 2.91 4.534 0.494 0 1 21 34 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K MNVDADSESWQFLRPAPK Q 3 2089.9891 2089.9921 0.0030 0 1.45 2.725 0.304 0.5 1 28 68 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9601 K MNVDADSESWQFLRPAPK Q 3 2105.9891 2105.9875 -0.0016 0 -0.77 2.598 0.074 0.7 17 20 68 2 0 1 M[147]NVDADSESWQFLRPAPK
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9842 R NIQSHAQNNGYAAGVR F 3 1698.8186 1699.8034 0.9847 -1.0034 -10.95 2.239 0.151 0.7 1 24 60 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R SKSPDEETIIADLETVR T 3 1901.9582 1901.9632 0.0049 0 2.59 4.287 0.31 0.1 2 28 64 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R SKSPDEETIIADLETVR T 2 1901.9582 1901.9669 0.0087 0 4.56 5.315 0.497 0 1 26 32 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R SKSPDEETIIADLETVR T 3 1901.9582 1901.9619 0.0037 0 1.92 4.695 0.275 0 3 29 64 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R SKSPDEETIIADLETVR T 3 1901.9582 1901.9615 0.0033 0 1.73 4.669 0.398 0 2 29 64 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R SKSPDEETIIADLETVR T 2 1901.9582 1901.9603 0.0021 0 1.09 5.014 0.511 0 1 25 32 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 0.9899 R SKSPDEETIIADLETVR T 3 1901.9582 1901.9518 -0.0064 0 -3.38 3.002 0.176 0.5 30 22 64 2 1 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K SPDEETIIADLETVR T 2 1686.8312 1686.8360 0.0048 0 2.85 5.176 0.551 0 1 24 28 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K SPDEETIIADLETVR T 3 1686.8312 1686.8357 0.0044 0 2.63 4.876 0.423 0 1 33 56 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K SPDEETIIADLETVR T 2 1686.8312 1686.8318 0.0005 0 0.32 4.944 0.563 0 1 24 28 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K SPDEETIIADLETVR T 3 1686.8312 1686.8335 0.0022 0 1.32 4.518 0.38 0 1 30 56 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K SPDEETIIADLETVR T 2 1686.8312 1686.8343 0.0031 0 1.84 5.18 0.536 0 1 24 28 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 K SPDEETIIADLETVR T 3 1686.8312 1686.8309 -0.0003 0 -0.20 4.067 0.395 0 1 31 56 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R TEPEDMDMYMFTHTALTLLVNADGFVER A 3 3245.4719 3246.4882 1.0162 -1.0034 3.97 4.691 0.335 0 4 26 108 2 0 1
Q5V6S5_HALMA 1 Regulatory protein PrrC prrC pNG7059 225 64 9 42 1 R TEPEDMDMYMFTHTALTLLVNADGFVER A 3 3245.4719 3246.5182 1.0462 -1.0034 13.22 4.134 0.388 0 2 25 108 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R ADMADTIEPGMTEASGGETIAR V 2 2221.9831 2222.9950 1.0118 -1.0034 3.82 5.738 0.511 0 1 29 42 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R ADMADTIEPGMTEASGGETIAR V 2 2253.9831 2254.9854 1.0023 -1.0034 -0.46 3.895 0.394 0 1 21 42 2 0 1 ADM[147]ADTIEPGM[147]TEASGGETIAR
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9961 R ADMADTIEPGMTEASGGETIAR V 2 2237.9831 2238.9869 1.0038 -1.0034 0.20 4.481 0.423 0 1 22 42 2 0 1 ADM[147]ADTIEPGMTEASGGETIAR
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R ATLQGPPDGDSLTYVNAPAR L 2 2042.0069 2042.0135 0.0066 0 3.23 4.388 0.467 0 1 25 38 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R ATLQGPPDGDSLTYVNAPAR L 3 2042.0069 2042.0101 0.0032 0 1.55 3.751 0.313 0 1 28 76 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R ATLQGPPDGDSLTYVNAPAR L 2 2042.0069 2042.0082 0.0012 0 0.60 5.444 0.459 0 1 27 38 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R ATLQGPPDGDSLTYVNAPAR L 3 2042.0069 2042.0092 0.0023 0 1.10 3.568 0.332 0 1 31 76 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R ATLQGPPDGDSLTYVNAPAR L 2 2042.0069 2042.0114 0.0045 0 2.22 4.361 0.533 0 1 25 38 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9998 R ATLQGPPDGDSLTYVNAPAR L 2 2042.0069 2042.0135 0.0066 0 3.23 3.919 0.106 0 1 25 38 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9994 R ATLQGPPDGDSLTYVNAPAR L 2 2042.0069 2042.0121 0.0051 0 2.51 3.661 0.084 0.1 1 23 38 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R AVGGDNSFTQEDTTVVLR D 2 1907.9225 1907.9273 0.0048 0 2.53 4.96 0.474 0 1 25 34 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R AVGGDNSFTQEDTTVVLRDTMATAEAR D 3 2854.3403 2854.3476 0.0073 0 2.56 3.825 0.349 0 1 35 104 2 1 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R AVGGDNSFTQEDTTVVLRDTMATAEAR D 3 2854.3403 2854.3421 0.0018 0 0.63 5 0.47 0 1 35 104 2 1 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9917 R DVTITTELR V 2 1046.5608 1046.5632 0.0024 0 2.28 1.853 0.166 1 2 12 16 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R IAAGDITTVGGYEAAEVR T 3 1791.9003 1791.9036 0.0033 0 1.82 2.883 0.412 0 1 29 68 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R IAAGDITTVGGYEAAEVR T 2 1791.9003 1791.9010 0.0007 0 0.36 5.45 0.525 0 1 26 34 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R IAAGDITTVGGYEAAEVR T 2 1791.9003 1791.9060 0.0057 0 3.16 5.169 0.54 0 1 26 34 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R IAAGDITTVGGYEAAEVR T 2 1791.9003 1791.9045 0.0042 0 2.34 4.899 0.555 0 1 25 34 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R IAAGDITTVGGYEAAEVR T 3 1791.9003 1791.9052 0.0049 0 2.74 3.379 0.421 0 1 30 68 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9996 R LGRPLTIATSR Y 2 1183.7037 1183.7054 0.0017 0 1.46 2.323 0.238 0.1 1 13 20 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9942 R LGRPLTIATSR Y 2 1183.7037 1183.7026 -0.0011 0 -0.94 2.211 0.142 0.3 3 12 20 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9877 R LGRPLTIATSR Y 2 1183.7037 1185.6054 1.9017 -2.0067 -88.68 2.575 0.14 0.1 2 13 20 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9990 R LGRPLTIATSRYEVDGQIR A 3 2144.1702 2144.1698 -0.0005 0 -0.22 2.984 0.213 0.1 1 25 72 2 1 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9987 R QQFGSVAVQR G 2 1118.5832 1118.5840 0.0007 0 0.66 2.31 0.166 0.3 1 16 18 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9986 R RGQTVTLPAEDYTFDGR I 3 1924.9279 1924.9306 0.0027 0 1.40 3.269 0.188 0.8 54 20 64 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R RGQTVTLPAEDYTFDGRIEK V 3 2295.1495 2295.1605 0.0110 0 4.80 4.647 0.396 0 1 30 76 2 1 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R RGQTVTLPAEDYTFDGRIEK V 3 2295.1495 2295.1527 0.0031 0 1.37 5.791 0.466 0 1 32 76 2 1 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R TVTLWMTDIR A 2 1234.6380 1234.6393 0.0012 0 1.00 3.101 0.39 0 1 17 18 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R TVTLWMTDIR A 2 1234.6380 1234.6400 0.0020 0 1.59 3.136 0.401 0 1 17 18 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9999 R TVTLWMTDIR A 2 1234.6380 1234.6391 0.0011 0 0.90 2.781 0.224 0 1 16 18 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9991 R TVTLWMTDIR A 2 1234.6380 1234.6393 0.0012 0 1.00 3.062 0.07 0.4 1 16 18 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R VLVGLSLATLENAGR Q 2 1511.8671 1511.8658 -0.0013 0 -0.86 3.408 0.495 0 1 20 28 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R VLVGLSLATLENAGR Q 2 1511.8671 1511.8662 -0.0009 0 -0.62 3.501 0.429 0 1 21 28 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R VLVGLSLATLENAGR Q 2 1511.8671 1511.8702 0.0031 0 2.04 3.951 0.486 0 1 22 28 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R VLVGLSLATLENAGR Q 2 1511.8671 1511.8680 0.0009 0 0.59 4.033 0.489 0 1 21 28 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 1 R VLVGLSLATLENAGR Q 3 1511.8671 1511.8690 0.0019 0 1.27 4.205 0.36 0 1 29 56 2 0 1
Q5V1Z1_HALMA 1 Hypothetical protein rrnAC1542 rrnAC1542 547 35.6 15 40 0.9734 R VLVGLSLATLENAGRQQFGSVAVQR G 4 2612.4398 2613.4472 1.0074 -1.0034 1.55 3.503 0.235 0.1 174 32 144 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9997 K FVFGIDYDDDIDEATEIILDEAR E 3 2673.2334 2674.2382 1.0047 -1.0034 0.52 3.585 0.242 0.1 3 24 88 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R EHPEIMDDPEPSVR L 2 1649.7355 1649.7357 0.0002 0 0.10 3.207 0.445 0 1 17 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R EHPEIMDDPEPSVR L 3 1649.7355 1649.7346 -0.0009 0 -0.54 3.64 0.309 0 1 31 52 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R EHPEIMDDPEPSVR L 2 1649.7355 1649.7351 -0.0004 0 -0.27 3.245 0.425 0 1 19 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R EHPEIMDDPEPSVR L 2 1649.7355 1649.7345 -0.0011 0 -0.64 2.869 0.387 0 1 17 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R EHPEIMDDPEPSVR L 3 1665.7355 1665.7293 -0.0063 0 -3.75 4.01 0.215 0.1 3 30 52 2 0 1 EHPEIM[147]DDPEPSVR
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9999 R EHPEIMDDPEPSVR L 3 1649.7355 1649.7365 0.0009 0 0.57 4.13 0.165 0.3 1 32 52 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9939 R EHPEIMDDPEPSVR L 2 1649.7355 1649.7345 -0.0011 0 -0.64 2.759 0.049 0.4 1 17 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 K FVFGIDYDDDIDEATEIILDEAR E 3 2673.2334 2674.2508 1.0173 -1.0034 5.23 3.443 0.401 0 15 23 88 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9998 K FVFGIDYDDDIDEATEIILDEAR E 2 2673.2334 2673.6854 0.4520 0 169.09 2.462 0.295 0 1 18 44 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9989 K FVFGIDYDDDIDEATEIILDEAR E 3 2673.2334 2673.2362 0.0027 0 1.03 3.248 0.157 0.4 2 26 88 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9958 K FVFGIDYDDDIDEATEIILDEAR E 2 2673.2334 2673.1854 -0.0480 0 -17.95 2.292 0.196 0.2 6 12 44 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9905 K FVFGIDYDDDIDEATEIILDEAR E 2 2673.2334 2674.6854 1.4520 -1.0034 167.84 2.498 0.169 0.1 1 16 44 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R LVELGDSSVGLQSR I 2 1458.7678 1458.7691 0.0013 0 0.90 4.227 0.514 0 1 23 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R LVELGDSSVGLQSR I 2 1458.7678 1458.7693 0.0014 0 0.99 4.829 0.542 0 1 24 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R LVELGDSSVGLQSR I 2 1458.7678 1458.7724 0.0046 0 3.16 3.633 0.452 0 1 23 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R LVELGDSSVGLQSR I 2 1458.7678 1458.7724 0.0046 0 3.16 3.639 0.501 0 1 23 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9999 R LVELGDSSVGLQSR I 2 1458.7678 1458.7724 0.0046 0 3.16 3.565 0.21 0 1 23 26 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 K QRFDAEDINMPYPNR T 2 1864.8526 1864.8536 0.0010 0 0.53 3.74 0.409 0 1 22 28 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 K QRFDAEDINMPYPNR T 3 1880.8526 1880.8496 -0.0030 0 -1.59 4.339 0.234 0 1 31 56 2 1 1 QRFDAEDINM[147]PYPNR
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 K QRFDAEDINMPYPNR T 2 1864.8526 1864.8573 0.0047 0 2.49 4.029 0.388 0 1 22 28 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9999 K QRFDAEDINMPYPNR T 3 1880.8526 1880.8482 -0.0045 0 -2.37 3.894 0.21 0.1 1 28 56 2 1 1 QRFDAEDINM[147]PYPNR
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9993 K QRFDAEDINMPYPNR T 3 1864.8526 1865.8582 1.0055 -1.0034 1.18 3.732 0.235 0.2 7 27 56 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 0.9957 K QRFDAEDINMPYPNR T 3 1864.8526 1864.8557 0.0031 0 1.67 3.341 0.165 0.1 17 24 56 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIK N 3 2189.1216 2189.1262 0.0046 0 2.08 3.448 0.389 0.1 7 24 76 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIK N 2 2189.1216 2189.1231 0.0015 0 0.69 3.672 0.339 0 1 18 38 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIK N 3 2189.1216 2189.1262 0.0046 0 2.08 3.428 0.245 0 1 27 76 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIK N 2 2189.1216 2189.1261 0.0044 0 2.03 3.919 0.422 0 1 21 38 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIK N 2 2189.1216 2189.1273 0.0057 0 2.59 3.841 0.43 0 1 22 38 2 0 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIKNPVAK D 3 2698.4177 2698.4243 0.0066 0 2.45 3.566 0.452 0 1 31 96 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIKNPVAK D 3 2698.4177 2698.4236 0.0059 0 2.18 3.41 0.397 0 1 28 96 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIKNPVAK D 3 2698.4177 2698.4249 0.0072 0 2.65 3.649 0.416 0 1 33 96 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R TFDNELLTVPNSNLTDGVIKNPVAK D 3 2698.4177 2698.4236 0.0059 0 2.18 3.232 0.352 0 1 29 96 2 1 1
Q5V2H4_HALMA 1 Putative mechanosensitive ion channel rrnAC1347 rrnAC1347 293 31.7 7 40 1 R VRTFDNELLTVPNSNLTDGVIKNPVAK D 3 2953.5873 2953.5886 0.0013 0 0.43 6.484 0.472 0 1 35 104 2 2 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9986 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3342.6982 1.0056 -1.0034 0.69 4.25 0.157 0.1 5 27 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 D MQQENIDQSADDAQAQEEADQ - 3 2362.9455 2362.9499 0.0043 0 1.83 5.33 0.43 0 1 37 80 1 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 D MQQENIDQSADDAQAQEEADQ - 2 2362.9455 2363.9454 0.9999 -1.0034 -1.45 4.703 0.537 0 1 23 40 1 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9881 D MQQENIDQSADDAQAQEEADQ - 2 2362.9455 2362.9503 0.0048 0 2.02 2.746 0.266 0 1 20 40 1 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9998 M QQENIDQSADDAQAQEEADQ - 2 2231.9050 2232.9059 1.0008 -1.0034 -1.13 3.428 0.531 0 1 19 38 1 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9996 M QQENIDQSADDAQAQEEADQ - 2 2231.9050 2232.9054 1.0004 -1.0034 -1.31 3.597 0.467 0 1 22 38 1 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3341.7050 0.0125 0 3.73 6.184 0.415 0 1 42 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3341.6984 0.0059 0 1.75 3.981 0.293 0 2 28 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3341.7006 0.0081 0 2.41 5.335 0.435 0 4 26 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3342.7069 1.0144 -1.0034 3.31 4.13 0.305 0.1 8 27 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3341.7020 0.0095 0 2.85 6.116 0.398 0 1 41 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3342.7110 1.0184 -1.0034 4.51 4.024 0.271 0.1 1 30 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3341.7031 0.0106 0 3.18 6.049 0.384 0 1 41 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3343.7182 2.0256 -2.0067 5.67 5.695 0.412 0 1 40 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3341.6980 0.0055 0 1.64 6.545 0.437 0 1 37 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3357.6925 3357.6959 0.0034 0 1.02 4.843 0.378 0 1 33 124 2 0 1 VTSADVVHGFSVVETNINTM[147]VIPGQVSEVSAR
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3343.7012 2.0087 -2.0067 0.59 5.005 0.356 0 4 29 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3341.7097 0.0172 0 5.15 5.338 0.389 0 1 35 124 2 0 1



Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3342.6989 1.0064 -1.0034 0.90 3.472 0.323 0.1 1 28 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3343.7094 2.0169 -2.0067 3.05 4.088 0.269 0 1 41 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3341.7072 0.0147 0 4.38 4.348 0.291 0 1 34 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 1 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3357.6925 3357.6901 -0.0024 0 -0.73 7.158 0.5 0 1 46 124 2 0 1 VTSADVVHGFSVVETNINTM[147]VIPGQVSEVSAR
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9998 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3342.7044 1.0118 -1.0034 2.54 3.575 0.241 0.4 1 29 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9998 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 3 3341.6925 3342.7003 1.0078 -1.0034 1.34 3.584 0.255 0.2 3 27 124 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9998 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3341.7158 0.0232 0 6.96 4.055 0.15 0.1 1 45 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9996 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3342.6901 0.9976 -1.0034 -1.72 3.849 0.233 0.2 4 42 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9994 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3342.6975 1.0049 -1.0034 0.47 3.848 0.165 0.1 1 39 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9986 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3341.6953 0.0027 0 0.82 3.285 0.172 1 10 37 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9981 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3342.7104 1.0179 -1.0034 4.35 3.83 0.12 0.4 1 40 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9969 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3341.7021 0.0096 0 2.86 4.257 0.164 0.1 25 41 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9833 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3342.7087 1.0162 -1.0034 3.83 3.274 0.154 1.2 23 35 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9778 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3342.6860 0.9935 -1.0034 -2.96 3.348 0.048 1 2 43 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9562 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3341.6706 -0.0219 0 -6.56 3.001 0.131 2.1 181 36 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9386 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3342.7238 1.0313 -1.0034 8.36 3.613 0.16 0.9 138 31 186 2 0 1
Q5V2Z8_HALMA 1 Cytochrome c oxidase subunit II (EC 1.9.3.1) coxB2 rrnAC1153 190 27.9 4 40 0.9138 R VTSADVVHGFSVVETNINTMVIPGQVSEVSAR F 4 3341.6925 3342.7019 1.0093 -1.0034 1.79 3.5 0.091 0.9 34 36 186 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9998 K LTTTVSYTVGDDITR T 2 1640.8257 1641.8454 1.0197 -1.0034 9.98 2.933 0.328 0 1 18 28 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R ADVTVTAEYELGTETER T 2 1882.8796 1882.8857 0.0061 0 3.24 3.826 0.38 0 1 20 32 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R ADVTVTAEYELGTETER T 2 1882.8796 1882.8854 0.0058 0 3.09 3.659 0.398 0 1 19 32 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R ADVTVTAEYELGTETER T 2 1882.8796 1882.8854 0.0058 0 3.09 3.178 0.3 0 1 17 32 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R ADVTVTAEYELGTETER T 2 1882.8796 1882.8864 0.0068 0 3.62 4.361 0.378 0 1 21 32 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R DYFVGTVPASDFVSFDVYAR T 2 2254.0582 2254.0672 0.0090 0 4.00 4.551 0.65 0 1 29 38 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R DYFVGTVPASDFVSFDVYAR T 2 2254.0582 2254.0675 0.0093 0 4.11 4.04 0.578 0 1 26 38 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R DYFVGTVPASDFVSFDVYAR T 2 2254.0582 2254.0602 0.0019 0 0.86 4.174 0.647 0 1 27 38 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R DYFVGTVPASDFVSFDVYAR T 2 2254.0582 2254.0663 0.0080 0 3.56 4.253 0.613 0 1 25 38 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R DYFVGTVPASDFVSFDVYAR T 2 2254.0582 2254.0621 0.0039 0 1.72 4.355 0.614 0 1 26 38 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R DYFVGTVPASDFVSFDVYAR T 2 2254.0582 2254.0636 0.0053 0 2.37 4.339 0.619 0 1 26 38 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9998 R DYFVGTVPASDFVSFDVYAR T 3 2254.0582 2255.0482 0.9899 -1.0034 -5.95 3.186 0.247 0.3 1 25 76 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R FRPESSGEHKLTTTVSYTVGDDITR T 3 2795.3726 2795.3708 -0.0018 0 -0.65 6.369 0.527 0 1 38 96 2 1 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9999 R FRPESSGEHKLTTTVSYTVGDDITR T 4 2795.3726 2795.3718 -0.0009 0 -0.30 3.734 0.238 0 1 38 144 2 1 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9956 R FRPESSGEHKLTTTVSYTVGDDITR T 4 2795.3726 2795.3725 -0.0001 0 -0.04 3.197 0.063 0.2 1 36 144 2 1 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9948 R FRPESSGEHKLTTTVSYTVGDDITR T 5 2795.3726 2795.3698 -0.0028 0 -1.01 2.643 0.2 1.4 26 43 192 2 1 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9417 R KRQTFDVNLDR M 3 1390.7317 1390.7320 0.0003 0 0.23 3.585 0.231 0.2 12 23 40 2 1 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 K LTTTVSYTVGDDITR T 2 1640.8257 1640.8331 0.0074 0 4.50 3.489 0.489 0 1 20 28 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9993 K LTTTVSYTVGDDITR T 2 1640.8257 1640.8301 0.0043 0 2.64 3.228 0.116 0.1 1 16 28 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9971 K LTTTVSYTVGDDITR T 2 1640.8257 1641.8795 1.0538 -1.0034 30.73 2.638 0.215 0.3 1 15 28 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9897 K LTTTVSYTVGDDITR T 2 1640.8257 1640.8287 0.0030 0 1.82 2.619 0.046 0.5 1 14 28 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9073 K LTTTVSYTVGDDITR T 2 1640.8257 1641.8830 1.0573 -1.0034 32.88 2.153 0.148 1.9 8 13 28 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R NSVELDTTAVGSGTDR A 2 1620.7591 1620.7608 0.0017 0 1.06 4.52 0.537 0 1 25 30 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R NSVELDTTAVGSGTDR A 2 1620.7591 1620.7607 0.0016 0 0.98 3.747 0.222 0 1 22 30 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R NSVELDTTAVGSGTDR A 2 1620.7591 1621.7654 1.0063 -1.0034 1.83 5.264 0.473 0 1 25 30 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R NSVELDTTAVGSGTDR A 2 1620.7591 1620.7610 0.0018 0 1.13 4.504 0.577 0 1 26 30 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R NSVELDTTAVGSGTDR A 2 1620.7591 1622.7276 1.9685 -2.0067 -23.56 4.543 0.43 0 1 20 30 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R NSVELDTTAVGSGTDR A 2 1620.7591 1620.7607 0.0016 0 0.98 4.889 0.559 0 1 25 30 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9992 R QTFDVNLDR M 2 1106.5356 1106.5331 -0.0026 0 -2.32 2.014 0.24 0.1 1 15 16 2 0 1
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R SVPGTIDLTGLDVIR Q 2 1554.8617 1554.8639 0.0021 0 1.38 3.106 0.458 0 1 19 28 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R SVPGTIDLTGLDVIR Q 3 1554.8617 1554.8617 -0.0001 0 -0.04 2.604 0.299 0.5 1 26 56 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R SVPGTIDLTGLDVIR Q 3 1554.8617 1554.8679 0.0062 0 3.96 3.042 0.273 0.2 2 25 56 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 1 R SVPGTIDLTGLDVIR Q 2 1554.8617 1554.8654 0.0037 0 2.40 3.006 0.43 0 1 18 28 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9992 R SVPGTIDLTGLDVIR Q 3 1554.8617 1554.8628 0.0010 0 0.66 3.104 0.152 0.3 2 26 56 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9971 R SVPGTIDLTGLDVIR Q 2 1554.8617 1554.8654 0.0037 0 2.40 2.264 0.268 0.1 34 15 28 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9927 R SVPGTIDLTGLDVIR Q 2 1554.8617 1554.8639 0.0021 0 1.38 2.566 0.073 1.3 1 20 28 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9862 R SVPGTIDLTGLDVIR Q 2 1554.8617 1554.8631 0.0014 0 0.91 2.571 0.036 1.7 1 20 28 2 0 2 Q5V595_HALMA 
Q5V7G7_HALMA 1 Hypothetical protein pNG5004 pNG5004 355 31.5 9 40 0.9996 K VIDSDPLRNSVELDTTAVGSGTDR A 3 2516.2354 2516.2379 0.0025 0 0.97 4.46 0.175 0 1 32 92 2 1 2 Q5V595_HALMA 
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 K TLVLAHDHGLEHGPK Q 4 1622.8529 1622.8555 0.0026 0 1.61 2.143 0.239 0.5 1 31 84 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9998 L AHDHGLEHGPK Q 3 1196.5686 1197.5719 1.0033 -1.0034 -0.07 3.569 0.357 0 1 26 40 1 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2682.2654 2.0011 -2.0067 -2.08 4.994 0.444 0 1 24 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R DDPYDILDKLEGVIFEDATADDVL - 3 2680.2643 2681.2582 0.9938 -1.0034 -3.55 3.758 0.34 0 1 30 92 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9999 R DDPYDILDKLEGVIFEDATADDVL - 3 2680.2643 2680.2702 0.0058 0 2.18 3.075 0.326 0.3 1 26 92 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9995 R DDPYDILDKLEGVIFEDATADDVL - 3 2680.2643 2680.2707 0.0064 0 2.38 3.346 0.231 0.2 1 29 92 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R DHDLPIAMWSYPR G 3 1599.7504 1599.7525 0.0021 0 1.31 3.359 0.303 0 1 25 48 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R DHDLPIAMWSYPR G 3 1615.7504 1615.7481 -0.0024 0 -1.46 3.794 0.392 0 1 24 48 2 0 1 DHDLPIAM[147]WSYPR
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R DHDLPIAMWSYPR G 3 1599.7504 1599.7490 -0.0014 0 -0.86 3.079 0.302 0 1 22 48 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9990 R DHDLPIAMWSYPR G 3 1615.7504 1616.7382 0.9877 -1.0034 -9.66 2.902 0.205 0 3 25 48 2 0 1 DHDLPIAM[147]WSYPR
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9995 R ETDMFEDFRPVQENAR D 3 1982.8792 1982.8839 0.0046 0 2.34 2.238 0.241 0.3 1 26 60 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R ETDMFEDFRPVQENARDHDLPIAMWSYPR G 4 3564.6190 3566.6109 1.9919 -2.0067 -4.16 4.366 0.325 0 1 38 168 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R EVFEMATHDAVTALAVGK G 3 1887.9400 1887.9452 0.0051 0 2.72 4.235 0.408 0 1 33 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R EVFEMATHDAVTALAVGK G 3 1887.9400 1887.9439 0.0038 0 2.04 3.724 0.367 0 1 33 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9636 R EVFEMATHDAVTALAVGK G 3 1887.9400 1890.0082 2.0681 -2.0067 32.55 2.531 0.109 0.8 3 22 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9611 R EVFEMATHDAVTALAVGK G 3 1887.9400 1888.9282 0.9881 -1.0034 -8.05 2.467 0.093 2.2 1 25 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 K GLAETYYPSYEDDVNLLAK L 2 2160.0263 2160.0265 0.0001 0 0.06 4.792 0.557 0 1 25 36 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 K GLAETYYPSYEDDVNLLAK L 2 2160.0263 2160.0323 0.0060 0 2.78 4.452 0.575 0 1 26 36 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R IGLELGADFTK V 2 1162.6234 1162.6270 0.0036 0 3.12 3.336 0.319 0 1 16 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R IGLELGADFTK V 2 1162.6234 1162.6261 0.0026 0 2.28 3.277 0.324 0 1 16 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R IGLELGADFTK V 2 1162.6234 1162.6266 0.0031 0 2.70 3.309 0.311 0 1 16 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9444 R IGLELGADFTK V 2 1162.6234 1162.6308 0.0074 0 6.37 1.718 0.152 0.4 13 12 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9034 R IGLELGADFTK V 2 1162.6234 1161.2654 -1.3580 1 -307.90 1.866 0.31 0.1 3 12 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R LDPREVFEMATHDAVTALAVGK G 4 2369.2049 2369.2065 0.0016 0 0.66 4.254 0.335 0 1 51 126 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9999 R LDPREVFEMATHDAVTALAVGK G 4 2369.2049 2369.2048 -0.0001 0 -0.06 4.364 0.228 0 1 51 126 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9839 R LDPREVFEMATHDAVTALAVGK G 3 2369.2049 2369.2088 0.0038 0 1.62 2.441 0.157 0.8 1 36 84 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9995 - MRPLGDSPLVR N 3 1239.6758 1239.6810 0.0052 0 4.19 2.928 0.146 0.2 1 23 40 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9993 - MRPLGDSPLVR N 3 1255.6758 1255.6718 -0.0040 0 -3.20 2.881 0.154 0.9 2 21 40 2 0 1 M[147]RPLGDSPLVR
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9983 - MRPLGDSPLVR N 3 1239.6758 1239.6784 0.0025 0 2.05 2.777 0.115 0.2 1 24 40 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9971 - MRPLGDSPLVR N 3 1239.6758 1239.6766 0.0008 0 0.65 2.896 0.12 0.1 8 21 40 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9584 - MRPLGDSPLVR N 3 1239.6758 1239.6783 0.0025 0 1.98 2.533 0.035 0.4 9 22 40 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R NDKTLVLAHDHGLEHGPK Q 3 1980.0177 1980.0177 0.0000 0 0.00 3.829 0.293 0 1 30 68 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R NDKTLVLAHDHGLEHGPK Q 4 1980.0177 1980.0183 0.0005 0 0.27 5.122 0.453 0 1 38 102 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 0.9995 R NDKTLVLAHDHGLEHGPK Q 4 1980.0177 1980.0198 0.0021 0 1.07 2.888 0.158 0.2 1 32 102 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 R NVWQRDDPYDILDKLEGVIFEDATADDVL - 3 3363.6147 3363.6333 0.0186 0 5.53 5.794 0.56 0 1 37 112 2 2 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 K TLVLAHDHGLEHGPK Q 3 1622.8529 1622.8538 0.0009 0 0.57 2.722 0.407 0 1 26 56 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 K TLVLAHDHGLEHGPK Q 2 1622.8529 1622.8558 0.0029 0 1.78 4.276 0.572 0 1 21 28 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13) fba rrnAC0345 260 53.5 13 39 1 K TLVLAHDHGLEHGPK Q 3 1622.8529 1622.8566 0.0037 0 2.26 3.282 0.44 0 1 29 56 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R VNLEGVENNRADELSGGQR Q 3 2055.9933 2055.9982 0.0048 0 2.36 3.649 0.428 0 1 27 72 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R DMGMIFQEFNLVER L 2 1727.8011 1727.8048 0.0037 0 2.12 4.186 0.539 0 1 22 26 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R DMGMIFQEFNLVER L 2 1727.8011 1727.8065 0.0054 0 3.11 5.129 0.479 0 1 22 26 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R DMGMIFQEFNLVER L 2 1727.8011 1727.8049 0.0038 0 2.19 4.164 0.549 0 1 22 26 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R DMGMIFQEFNLVER L 2 1727.8011 1727.8041 0.0029 0 1.69 4.997 0.497 0 1 22 26 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 0.9780 R EEPSAGNSTDADDVIAERG D 2 1931.8344 1931.8454 0.0110 0 5.71 2.658 0.371 0 1 21 36 1 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R GGESIADREEPSAGNSTDADDVIAERG D 3 2717.2012 2717.2031 0.0019 0 0.69 6.438 0.508 0 1 39 104 1 2 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R GGESIADREEPSAGNSTDADDVIAERG D 3 2717.2012 2717.2078 0.0066 0 2.44 6.357 0.545 0 1 40 104 1 2 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R GGESIADREEPSAGNSTDADDVIAERG D 3 2717.2012 2717.2020 0.0008 0 0.28 6.439 0.511 0 1 41 104 1 2 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R GGESIADREEPSAGNSTDADDVIAERG D 3 2717.2012 2717.2049 0.0037 0 1.36 6.131 0.521 0 1 42 104 1 2 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R IIGLSDGEIVFNGPPDDLDQAARDEIYR G 3 3087.5149 3087.5220 0.0071 0 2.29 5.032 0.459 0 1 36 108 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R IIGLSDGEIVFNGPPDDLDQAARDEIYR G 3 3087.5149 3087.5194 0.0045 0 1.46 5.039 0.452 0 1 37 108 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R IIGLSDGEIVFNGPPDDLDQAARDEIYR G 3 3087.5149 3087.5209 0.0060 0 1.93 5.101 0.544 0 1 38 108 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R IIGLSDGEIVFNGPPDDLDQAARDEIYR G 3 3087.5149 3087.5333 0.0184 0 5.97 4.82 0.513 0 1 40 108 2 1 1



PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 K ILLADEPTSALDPDTSR E 2 1812.9105 1812.9156 0.0051 0 2.81 4.694 0.59 0 1 26 32 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 K ILLADEPTSALDPDTSR E 2 1812.9105 1812.9142 0.0036 0 2.00 4.394 0.399 0 1 22 32 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R ISLDDTEVTGLEK S 2 1418.7140 1418.7175 0.0035 0 2.45 3.814 0.291 0 1 22 24 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R ISLDDTEVTGLEK S 2 1418.7140 1418.7173 0.0032 0 2.28 4.767 0.322 0 1 22 24 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R ISLDDTEVTGLEK S 2 1418.7140 1418.7159 0.0019 0 1.33 3.975 0.303 0 1 22 24 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R ISLDDTEVTGLEK S 2 1418.7140 1418.7171 0.0031 0 2.19 3.965 0.314 0 1 22 24 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R LGYLSTWNAFR R 2 1326.6720 1326.6753 0.0032 0 2.44 3.157 0.297 0 1 17 20 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R LTVMENILSGR L 2 1231.6594 1231.6617 0.0023 0 1.86 3.011 0.42 0 1 18 20 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R LTVMENILSGR L 2 1231.6594 1231.6600 0.0006 0 0.47 3.191 0.394 0 1 18 20 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 0.9680 R LTVMENILSGR L 2 1231.6594 1232.6364 0.9770 -1.0034 -21.37 2.58 0.144 0.3 29 14 20 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 - MLTVDNLEKTYDSGDR A 3 1855.8622 1855.8592 -0.0030 0 -1.62 3.099 0.336 0 3 22 60 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R RDMGMIFQEFNLVER L 3 1883.9022 1885.9282 2.0259 -2.0067 10.22 3.551 0.271 0.2 2 24 56 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R VNLEGVENNR A 2 1142.5680 1142.5654 -0.0026 0 -2.25 3.405 0.271 0 1 16 18 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 0.9978 R VNLEGVENNR A 2 1142.5680 1142.5854 0.0174 0 15.25 2.636 0.131 0.4 6 14 18 2 0 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R VNLEGVENNRADELSGGQR Q 3 2055.9933 2055.9988 0.0055 0 2.66 3.181 0.417 0 1 29 72 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R VNLEGVENNRADELSGGQR Q 3 2055.9933 2055.9959 0.0025 0 1.24 3.007 0.333 0 1 30 72 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 1 R VNLEGVENNRADELSGGQR Q 3 2055.9933 2055.9939 0.0005 0 0.26 3.112 0.383 0 1 33 72 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 0.9999 R VNLEGVENNRADELSGGQR Q 2 2055.9933 2055.9962 0.0029 0 1.39 3.835 0.277 0 1 18 36 2 1 1
PHNC2_HALMAReview 1 Phosphonates import ATP-binding protein phnC 2 (EC 3.6.3.28) phnC2 rrnB0320 271 66.1 13 38 0.9994 R VNLEGVENNRADELSGGQR Q 2 2055.9933 2056.0008 0.0075 0 3.65 3.632 0.212 0 1 18 36 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R QADVIIVPGTIVSK F 2 1438.8395 1438.8413 0.0018 0 1.22 3.636 0.449 0 1 19 26 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R EAFGSTPFILTK F 2 1309.6918 1309.6854 -0.0064 0 -4.87 2.764 0.452 0 1 16 22 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R EAFGSTPFILTK F 2 1309.6918 1309.6938 0.0020 0 1.53 2.837 0.414 0 1 16 22 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R EAFGSTPFILTK F 2 1309.6918 1309.6938 0.0020 0 1.53 2.728 0.492 0 1 15 22 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R EAFGSTPFILTK F 2 1309.6918 1309.6854 -0.0064 0 -4.87 2.702 0.389 0 1 16 22 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R EAFGSTPFILTKFDK F 2 1699.8821 1699.8891 0.0070 0 4.12 3.645 0.515 0 1 19 28 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 K FDKFMNWVR G 3 1257.6015 1257.5980 -0.0035 0 -2.82 3.159 0.25 0 1 20 32 2 1 1 FDKFM[147]NWVR
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 K FDKFMNWVR G 3 1241.6015 1241.6027 0.0012 0 0.96 3.424 0.388 0 1 19 32 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 K FDKFMNWVR G 3 1257.6015 1257.5970 -0.0045 0 -3.62 3.001 0.277 0.1 2 19 32 2 1 1 FDKFM[147]NWVR
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 K FDKFMNWVR G 3 1241.6015 1241.6182 0.0166 0 13.41 3.336 0.396 0 1 18 32 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 K FDKFMNWVR G 3 1241.6015 1241.6025 0.0010 0 0.81 3.281 0.331 0.1 1 20 32 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 K FDKFMNWVR G 3 1241.6015 1241.6033 0.0017 0 1.40 3.362 0.376 0 1 19 32 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 0.9996 K FDKFMNWVR G 3 1257.6015 1257.6008 -0.0007 0 -0.56 2.889 0.222 0.2 4 17 32 2 1 1 FDKFM[147]NWVR
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 0.9840 K FDKFMNWVR G 2 1241.6015 1241.6054 0.0039 0 3.16 2.655 0.08 0.1 1 14 16 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 K HDLDRFGSGVPR A 3 1354.6742 1354.6747 0.0005 0 0.38 2.25 0.377 0 1 22 44 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 K HDLDRFGSGVPR A 3 1354.6742 1354.6727 -0.0015 0 -1.11 2.35 0.388 0 1 21 44 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R IAEGESSPVTVKPYELEQFGDLEQDELVDK L 3 3363.6246 3364.6301 1.0055 -1.0034 0.65 3.72 0.332 0 1 34 116 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R IAEGESSPVTVKPYELEQFGDLEQDELVDK L 3 3363.6246 3363.6344 0.0098 0 2.91 7.054 0.514 0 1 44 116 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R IAEGESSPVTVKPYELEQFGDLEQDELVDK L 3 3363.6246 3363.6370 0.0124 0 3.67 6.596 0.591 0 1 49 116 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 0.9997 R MGDGADDRFNSTLR E 2 1553.6892 1553.6903 0.0011 0 0.68 3.01 0.32 0 1 16 26 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 0.9991 R MGDGADDRFNSTLR E 3 1569.6892 1569.6844 -0.0048 0 -3.07 2.426 0.269 0.1 3 21 52 2 1 1 M[147]GDGADDRFNSTLR
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 0.9794 R MGDGADDRFNSTLR E 2 1553.6892 1553.6913 0.0020 0 1.31 2.53 0.16 0.3 2 16 26 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 0.9488 R MGDGADDRFNSTLR E 3 1553.6892 1554.3982 0.7089 -1.0034 -189.49 2.304 0.206 1.2 25 18 52 2 1 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 0.9998 C PPRPEALIYGVAK L 3 1409.8031 1409.8015 -0.0017 0 -1.17 3.699 0.319 0 1 24 48 1 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R QADVIIVPGTIVSK F 2 1438.8395 1438.8446 0.0051 0 3.51 3.318 0.442 0 1 20 26 2 0 1
Q5V278_HALMA 1 NADH dehydrogenase I B subunit nuoB rrnAC1448 230 64.3 13 38 1 R QADVIIVPGTIVSK F 2 1438.8395 1438.8412 0.0016 0 1.14 2.871 0.397 0 1 17 26 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 3 2411.1439 2411.1460 0.0020 0 0.84 3.248 0.321 0 1 25 80 2 0 1 YYAMLVLGDIDADM[147]DPIPEVR
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATK S 2 1681.8159 1681.8254 0.0095 0 5.66 4.855 0.558 0 1 24 30 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATK S 2 1681.8159 1681.8177 0.0018 0 1.07 4.879 0.374 0 1 24 30 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATK S 2 1681.8159 1681.8207 0.0047 0 2.81 4.853 0.552 0 1 25 30 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATK S 2 1681.8159 1681.8192 0.0033 0 1.94 4.926 0.561 0 1 25 30 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATK S 2 1681.8159 1681.8211 0.0052 0 3.10 4.903 0.561 0 1 24 30 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9999 M ALHAVDDIDDAIDATK S 2 1681.8159 1682.2054 0.3895 0 231.61 4.118 0.397 0 1 19 30 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9999 M ALHAVDDIDDAIDATK S 2 1681.8159 1681.8193 0.0034 0 2.01 4.825 0.319 0 1 23 30 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9998 M ALHAVDDIDDAIDATK S 2 1681.8159 1681.8192 0.0033 0 1.94 4.654 0.316 0 1 23 30 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9978 M ALHAVDDIDDAIDATK S 3 1681.8159 1681.8220 0.0061 0 3.64 4.283 0.22 0 1 28 60 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9940 M ALHAVDDIDDAIDATK S 3 1681.8159 1683.4282 1.6122 -2.0067 -234.54 3.686 0.262 0.2 1 25 60 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9411 M ALHAVDDIDDAIDATK S 3 1681.8159 1681.8191 0.0032 0 1.90 3.942 0.13 0 2 28 60 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATKSFLFPFEK W 3 2677.3275 2677.3357 0.0082 0 3.06 7.661 0.506 0 1 46 92 2 1 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATKSFLFPFEK W 4 2677.3275 2677.3227 -0.0048 0 -1.80 4.536 0.482 0 1 45 138 2 1 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATKSFLFPFEK W 4 2677.3275 2677.3288 0.0013 0 0.48 5.892 0.49 0 1 47 138 2 1 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 M ALHAVDDIDDAIDATKSFLFPFEK W 3 2677.3275 2677.3280 0.0005 0 0.19 7.338 0.465 0 1 45 92 2 1 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9454 R LWGSIKR H 2 858.5075 858.5075 0.0000 0 0.02 1.859 0.045 1.8 4 11 12 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 - MALHAVDDIDDAIDATK S 3 1812.8564 1812.8615 0.0050 0 2.78 5.181 0.389 0 1 35 64 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9988 K SFLFPFEK W 2 1013.5222 1013.5233 0.0011 0 1.05 2.122 0.203 0.1 2 13 14 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9983 K SFLFPFEK W 1 1013.5222 1013.5290 0.0068 0 6.66 1.719 0.225 0.3 1 9 14 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9974 K SFLFPFEK W 2 1013.5222 1013.5227 0.0005 0 0.51 2.066 0.182 0.1 3 13 14 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9961 K SFLFPFEK W 2 1013.5222 1013.5240 0.0017 0 1.71 2.015 0.188 0.2 6 11 14 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9986 K SFLFPFEKWTWLR M 3 1755.9137 1755.9166 0.0029 0 1.63 2.351 0.236 0.1 1 23 48 2 1 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2411.1439 2411.1493 0.0053 0 2.22 4.4 0.485 0 1 26 40 2 0 1 YYAMLVLGDIDADM[147]DPIPEVR
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2395.1439 2395.1432 -0.0008 0 -0.32 5.362 0.508 0 1 28 40 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2395.1439 2395.1488 0.0049 0 2.03 5.151 0.508 0 1 28 40 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2411.1439 2411.1468 0.0029 0 1.20 5.051 0.483 0 1 27 40 2 0 1 YYAMLVLGDIDADM[147]DPIPEVR
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2395.1439 2395.1476 0.0036 0 1.52 4.643 0.255 0 1 26 40 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2395.1439 2395.1532 0.0092 0 3.86 5.839 0.397 0 1 27 40 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2395.1439 2395.1502 0.0063 0 2.64 4.967 0.476 0 1 27 40 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2395.1439 2395.1502 0.0063 0 2.64 5.13 0.499 0 1 27 40 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 1 R YYAMLVLGDIDADMDPIPEVR S 2 2395.1439 2395.1549 0.0110 0 4.57 5.081 0.476 0 1 27 40 2 0 1
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9991 R YYAMLVLGDIDADMDPIPEVR S 3 2411.1439 2412.1582 1.0142 -1.0034 4.52 2.663 0.28 0 9 19 80 2 0 1 YYAMLVLGDIDADM[147]DPIPEVR
Q5V022_HALMA 1 Hypothetical protein rrnAC2307 rrnAC2307 368 15.8 7 37 0.9604 R YYAMLVLGDIDADMDPIPEVR S 2 2395.1439 2395.8854 0.7415 -1.0034 -109.32 2.462 0.123 0.3 3 14 40 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R IRPGTFTVDGSTAVLEAR S 3 1889.0007 1889.0030 0.0022 0 1.18 4.65 0.308 0 1 36 68 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 K AALEETGYQQYDNYEGYR I 2 2168.9287 2168.9320 0.0033 0 1.50 5.679 0.619 0 1 24 34 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 K AALEETGYQQYDNYEGYR I 2 2168.9287 2169.9210 0.9923 -1.0034 -5.11 5.433 0.628 0 1 23 34 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9749 K AALEETGYQQYDNYEGYRIYERDDLQR V 3 3357.5174 3359.5171 1.9997 -2.0067 -2.09 4.21 0.13 0.1 23 22 104 2 2 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R FGSVDQPETGSPHYRDWIPTQDR G 3 2687.2364 2687.2403 0.0038 0 1.43 4.32 0.381 0 1 33 88 2 1 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R FGSVDQPETGSPHYRDWIPTQDRGDQFDR V 4 3405.5399 3405.5493 0.0093 0 2.74 2.463 0.261 0.5 1 36 168 2 2 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9999 R FGSVDQPETGSPHYRDWIPTQDRGDQFDR V 5 3405.5399 3405.5480 0.0081 0 2.38 3.376 0.205 0.5 1 51 224 2 2 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9996 R FGSVDQPETGSPHYRDWIPTQDRGDQFDR V 5 3405.5399 3405.5428 0.0029 0 0.86 3.225 0.145 0.9 1 55 224 2 2 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9989 R FGSVDQPETGSPHYRDWIPTQDRGDQFDR V 4 3405.5399 3405.5388 -0.0012 0 -0.34 2.342 0.132 0.3 1 37 168 2 2 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9983 R FGSVDQPETGSPHYRDWIPTQDRGDQFDR V 5 3405.5399 3405.5419 0.0020 0 0.59 3.026 0.078 1.1 1 58 224 2 2 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9964 R FGSVDQPETGSPHYRDWIPTQDRGDQFDR V 3 3405.5399 3406.5382 0.9982 -1.0034 -1.50 2.862 0.268 0.1 6 23 112 2 2 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9992 R FGSVDQPETGSPHYRDWIPTQDRGDQFDRVR T 4 3660.7094 3661.7309 1.0215 -1.0034 4.95 3.571 0.328 0.1 1 36 180 2 3 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R GADLLGTPYGGQGVKPGMDDIGVALSAFEWAVESR G 4 3562.7402 3563.7497 1.0095 -1.0034 1.72 4.832 0.444 0 1 47 204 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R GADLLGTPYGGQGVKPGMDDIGVALSAFEWAVESR G 3 3562.7402 3562.7580 0.0177 0 4.98 6.961 0.659 0 1 39 136 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R GADLLGTPYGGQGVKPGMDDIGVALSAFEWAVESR G 3 3562.7402 3562.7426 0.0024 0 0.66 6.662 0.63 0 1 39 136 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R GADLLGTPYGGQGVKPGMDDIGVALSAFEWAVESR G 3 3562.7402 3562.7539 0.0137 0 3.85 6.325 0.647 0 1 44 136 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R GADLLGTPYGGQGVKPGMDDIGVALSAFEWAVESR G 4 3562.7402 3562.7490 0.0087 0 2.46 4.43 0.363 0 1 46 204 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R GADLLGTPYGGQGVKPGMDDIGVALSAFEWAVESR G 3 3578.7402 3579.7549 1.0147 -1.0034 3.17 6.522 0.625 0 1 38 136 2 0 1 GADLLGTPYGGQGVKPGM[147]DDIGVALSAFEWAVESR
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R GADLLGTPYGGQGVKPGMDDIGVALSAFEWAVESR G 3 3562.7402 3564.7582 2.0179 -2.0067 3.16 6.34 0.614 0 1 38 136 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R GADLLGTPYGGQGVKPGMDDIGVALSAFEWAVESR G 4 3562.7402 3562.7265 -0.0137 0 -3.85 5.15 0.366 0 1 51 204 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9966 D GPREPEPADAQFSDSYGR I 2 1977.8817 1978.8654 0.9837 -1.0034 -9.92 3.561 0.473 0 1 19 34 1 1 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9847 R IGPGNSLSVDVSSQER W 2 1643.8115 1642.7495 -1.0620 1 -37.74 2.957 0.238 0 1 16 30 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R IRPGTFTVDGSTAVLEAR S 3 1889.0007 1889.0030 0.0022 0 1.18 4.004 0.266 0 1 33 68 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R IRPGTFTVDGSTAVLEAR S 3 1889.0007 1889.0053 0.0046 0 2.44 4.178 0.326 0 1 34 68 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R IRPGTFTVDGSTAVLEAR S 2 1889.0007 1889.0046 0.0039 0 2.06 5.416 0.47 0 1 24 34 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R IRPGTFTVDGSTAVLEAR S 3 1889.0007 1889.0031 0.0024 0 1.28 3.928 0.403 0 1 28 68 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R ISEYPEALEADRAEVTVDGDIATVVAK M 3 2860.4342 2861.4382 1.0039 -1.0034 0.21 5.519 0.391 0 1 42 104 2 1 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R ISEYPEALEADRAEVTVDGDIATVVAK M 3 2860.4342 2861.4382 1.0039 -1.0034 0.21 6.172 0.41 0 1 45 104 2 1 1



Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 0.9812 R MTDSVGAPPWTR I 2 1316.6183 1316.6172 -0.0012 0 -0.88 2.047 0.144 2.2 9 13 22 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R SFLFEDGAGVSEQSIR D 2 1740.8319 1740.8358 0.0039 0 2.22 4.282 0.513 0 1 24 30 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R SVGFGGSIIYTTR S 2 1356.7037 1358.7054 2.0017 -2.0067 -3.67 3.909 0.415 0 1 19 24 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R SVGFGGSIIYTTR S 2 1356.7037 1358.7054 2.0017 -2.0067 -3.67 4.158 0.419 0 1 19 24 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R TSLEYLEPDNR G 2 1335.6306 1335.6254 -0.0052 0 -3.88 2.897 0.427 0 1 15 20 2 0 1
Q5UWX6_HALMA 1 Hypothetical protein rrnB0013 rrnB0013 420 59.3 15 36 1 R VIAHGDNYVLFSGYIDEPLQFVGPR I 3 2805.4126 2805.4286 0.0160 0 5.70 5.438 0.524 0 1 37 96 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 3 1678.7573 1678.7517 -0.0056 0 -3.33 3.397 0.425 0 1 27 52 2 0 1 RVDEFPHEFSGGM[147]R
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R AVDGVSFEIAR G 2 1162.5982 1162.5995 0.0012 0 1.06 3.415 0.384 0 1 18 20 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 K ELFANPHHPYTQGLLQSIPGR N 3 2374.2182 2375.2282 1.0099 -1.0034 2.78 5.29 0.486 0 1 34 80 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 0.9994 K ELFANPHHPYTQGLLQSIPGR N 4 2374.2182 2374.2236 0.0054 0 2.26 3.373 0.228 0.3 20 30 120 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 0.9788 K ELFANPHHPYTQGLLQSIPGR N 4 2374.2182 2374.2219 0.0036 0 1.54 2.457 0.132 0.9 65 28 120 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R GETLGIVGESGSGK S 2 1289.6463 1289.6494 0.0031 0 2.38 3.876 0.511 0 1 23 26 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R GGDIAMVFQDPLSSLNPVYTVGNQIIEALELHR D 3 3595.8344 3595.8535 0.0191 0 5.32 6.16 0.554 0 1 41 128 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R GGDIAMVFQDPLSSLNPVYTVGNQIIEALELHR D 3 3611.8344 3612.8482 1.0137 -1.0034 2.88 6.881 0.554 0 1 45 128 2 0 1 GGDIAM[147]VFQDPLSSLNPVYTVGNQIIEALELHR
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R GGDIAMVFQDPLSSLNPVYTVGNQIIEALELHR D 3 3595.8344 3596.8582 1.0237 -1.0034 5.67 5.499 0.51 0 1 42 128 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R GGDIAMVFQDPLSSLNPVYTVGNQIIEALELHR D 3 3595.8344 3595.8546 0.0202 0 5.62 5.388 0.473 0 1 39 128 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R GGDIAMVFQDPLSSLNPVYTVGNQIIEALELHR D 4 3595.8344 3595.8483 0.0139 0 3.87 6.091 0.522 0 1 56 192 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R LDGRELTALSEKEYR S 3 1778.9163 1778.9165 0.0001 0 0.08 3.343 0.295 0 2 23 56 2 2 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R LDGRELTALSEKEYR S 3 1778.9163 1778.9154 -0.0010 0 -0.54 3.321 0.392 0 2 23 56 2 2 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 3 1678.7573 1678.7528 -0.0045 0 -2.68 2.709 0.331 0 1 24 52 2 0 1 RVDEFPHEFSGGM[147]R
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 3 1678.7573 1678.7543 -0.0030 0 -1.80 2.878 0.403 0 1 24 52 2 0 1 RVDEFPHEFSGGM[147]R
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 3 1662.7573 1662.7560 -0.0013 0 -0.79 4.041 0.418 0 1 33 52 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 3 1662.7573 1662.7587 0.0014 0 0.86 4.306 0.419 0 1 35 52 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 3 1678.7573 1678.7519 -0.0054 0 -3.22 2.868 0.374 0 1 26 52 2 0 1 RVDEFPHEFSGGM[147]R
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 3 1662.7573 1662.7569 -0.0004 0 -0.24 3.721 0.387 0 1 32 52 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 2 1662.7573 1662.7663 0.0090 0 5.42 3.486 0.291 0 5 15 26 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R RVDEFPHEFSGGMR Q 3 1662.7573 1662.7584 0.0011 0 0.64 4.277 0.446 0 1 32 52 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 0.9871 K SEAIELLR A 2 929.5182 929.5254 0.0072 0 7.77 1.987 0.078 0.9 1 12 14 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 0.9688 K SEAIELLR A 2 929.5182 929.5254 0.0072 0 7.77 1.848 0.059 1 1 12 14 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R SIMGLVESPGEIR E 2 1386.7177 1386.7210 0.0033 0 2.39 3.357 0.379 0 1 19 24 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R SIMGLVESPGEIR E 2 1386.7177 1386.7225 0.0048 0 3.45 3.486 0.397 0 1 21 24 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 0.9996 R SIMGLVESPGEIREESSIR L 3 2088.0521 2088.0543 0.0022 0 1.06 2.832 0.275 0 2 23 72 2 1 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 0.9993 R SIMGLVESPGEIREESSIR L 2 2088.0521 2088.0589 0.0068 0 3.26 3.129 0.258 0 1 18 36 2 1 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 0.9949 R SIMGLVESPGEIREESSIR L 3 2088.0521 2088.0567 0.0046 0 2.20 2.537 0.188 0.1 1 25 72 2 1 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 0.9942 R SIMGLVESPGEIREESSIR L 3 2088.0521 2089.0582 1.0060 -1.0034 1.29 2.498 0.233 0.1 1 26 72 2 1 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R VAVMYAGEVVEQAPVK E 2 1688.8807 1688.8885 0.0078 0 4.62 4.399 0.496 0 1 24 30 2 0 1
Q5UXL4_HALMA 1 Oligopeptide ABC transporter ATPase component oppD2 rrnAC3296 406 37.2 11 36 1 R VAVMYAGEVVEQAPVK E 2 1688.8807 1688.8923 0.0116 0 6.86 3.982 0.52 0 1 22 30 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 K YGDDLDQALSALEEADNLIDFER A 3 2611.1925 2611.1964 0.0038 0 1.47 4.988 0.384 0 1 44 88 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R ALDAALLEYADR L 2 1319.6721 1319.6732 0.0011 0 0.81 3.09 0.351 0 1 18 22 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R ALDAALLEYADR L 3 1319.6721 1319.6726 0.0004 0 0.34 2.986 0.299 0 24 17 44 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R ESKYGDDLDQALSALEEADNLIDFER A 3 2955.3621 2955.3693 0.0072 0 2.42 5.56 0.504 0 1 43 100 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R ESKYGDDLDQALSALEEADNLIDFER A 3 2955.3621 2955.3605 -0.0016 0 -0.55 6.625 0.53 0 1 45 100 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R GLYSDAERTEVEDDLIR A 3 1979.9436 1979.9456 0.0020 0 0.99 4.248 0.343 0 1 32 64 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R GLYSDAERTEVEDDLIR A 3 1979.9436 1979.9494 0.0058 0 2.93 4.411 0.226 0 1 32 64 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R GLYSDAERTEVEDDLIR A 3 1979.9436 1979.9458 0.0021 0 1.08 4.463 0.377 0 1 32 64 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9998 R GLYSDAERTEVEDDLIR A 2 1979.9436 1979.9464 0.0028 0 1.39 3.506 0.317 0 3 15 32 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9999 R GREAGLGPDEIEQELVIL - 2 1937.0105 1937.0132 0.0026 0 1.36 4.656 0.255 0 1 22 34 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9999 K HFDDLLR W 2 914.4610 914.4625 0.0015 0 1.61 2.584 0.217 0.3 1 12 12 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9999 K HFDDLLR W 2 914.4610 914.4611 0.0001 0 0.08 2.499 0.231 0.3 1 12 12 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9996 K HFDDLLR W 2 914.4610 914.4616 0.0006 0 0.68 2.507 0.152 0.1 1 12 12 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9996 K HFDDLLR W 2 914.4610 914.4622 0.0012 0 1.28 2.482 0.144 0.2 1 12 12 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9598 R KFDVWNVK T 2 1034.5549 1035.5654 1.0105 -1.0034 6.93 2.244 0.137 2 18 10 14 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R SASLFDDDDYRK L 2 1430.6314 1430.6373 0.0059 0 4.11 3.452 0.442 0 1 18 22 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9990 R SASLFDDDDYRK L 2 1430.6314 1430.6312 -0.0002 0 -0.16 2.355 0.192 0.6 1 12 22 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R SGADIDPSEYFIEGGQLFDAQEVAQLSTNLDQLVSAVR E 3 4081.9756 4083.9982 2.0225 -2.0067 3.88 4.581 0.485 0 1 34 148 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9999 R SGADIDPSEYFIEGGQLFDAQEVAQLSTNLDQLVSAVR E 3 4081.9756 4083.9982 2.0225 -2.0067 3.88 3.769 0.27 0 1 33 148 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9666 R TEVEDDLIR A 2 1088.5349 1088.5372 0.0023 0 2.10 2.059 0.096 1.3 17 13 16 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R TGTSGQGSNYEYVIAR V 2 1701.7958 1701.7973 0.0015 0 0.89 4.602 0.474 0 1 19 30 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R TGTSGQGSNYEYVIAR V 2 1701.7958 1701.7956 -0.0002 0 -0.12 4.591 0.507 0 1 19 30 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R WSEGALYDYIAR Y 2 1442.6830 1442.6899 0.0069 0 4.78 3.612 0.402 0 1 19 22 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R YDGVDLVEYALNR N 2 1525.7412 1525.7442 0.0030 0 1.97 4.075 0.432 0 1 20 24 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R YDGVDLVEYALNR N 2 1525.7412 1525.7454 0.0042 0 2.77 3.883 0.415 0 1 20 24 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R YDGVDLVEYALNR N 2 1525.7412 1525.7434 0.0022 0 1.41 2.746 0.325 0.2 1 18 24 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 R YDGVDLVEYALNR N 2 1525.7412 1525.7441 0.0029 0 1.89 3.733 0.529 0 1 20 24 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9994 R YDGVDLVEYALNR N 3 1525.7412 1527.7582 2.0169 -2.0067 6.72 4.304 0.097 0.1 1 24 48 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 0.9604 R YDGVDLVEYALNRNLAK H 3 1952.0003 1951.9975 -0.0029 0 -1.47 2.227 0.126 0.5 1 19 64 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 K YGDDLDQALSALEEADNLIDFER A 3 2611.1925 2612.1982 1.0056 -1.0034 0.88 4.439 0.365 0 1 41 88 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 K YGDDLDQALSALEEADNLIDFER A 2 2611.1925 2611.1876 -0.0049 0 -1.89 5.711 0.478 0 1 29 44 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 K YGDDLDQALSALEEADNLIDFER A 2 2611.1925 2611.1979 0.0053 0 2.04 5.727 0.501 0 1 30 44 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 K YGDDLDQALSALEEADNLIDFER A 3 2611.1925 2611.1942 0.0017 0 0.63 3.885 0.331 0 1 34 88 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 K YGDDLDQALSALEEADNLIDFER A 2 2611.1925 2612.1854 0.9929 -1.0034 -3.99 5.477 0.472 0 1 29 44 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14) ntpC rrnAC3157 357 51.3 14 36 1 K YGDDLDQALSALEEADNLIDFER A 2 2611.1925 2611.1920 -0.0005 0 -0.20 5.609 0.484 0 1 30 44 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R NVEHTAPYFHNGQVR T 3 1767.8441 1767.8411 -0.0030 0 -1.68 4.272 0.481 0 1 29 56 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R AGVTGDSSDEHMFK V 3 1479.6300 1479.6295 -0.0005 0 -0.37 2.898 0.34 0 9 21 52 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R AGVTGDSSDEHMFKVPTLR N 4 2045.9840 2045.9814 -0.0026 0 -1.29 3.395 0.28 0 1 37 108 2 1 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R AGVTGDSSDEHMFKVPTLR N 4 2045.9840 2045.9843 0.0003 0 0.15 3.453 0.302 0 2 38 108 2 1 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9999 R AGVTGDSSDEHMFKVPTLR N 4 2061.9840 2061.9797 -0.0043 0 -2.10 3.022 0.27 0.1 5 38 108 2 1 1 AGVTGDSSDEHM[147]FKVPTLR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9999 R AGVTGDSSDEHMFKVPTLR N 4 2061.9840 2061.9814 -0.0026 0 -1.28 2.984 0.307 0.1 5 37 108 2 1 1 AGVTGDSSDEHM[147]FKVPTLR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9997 R AGVTGDSSDEHMFKVPTLR N 4 2061.9840 2061.9809 -0.0031 0 -1.51 3.273 0.324 0.1 56 32 108 2 1 1 AGVTGDSSDEHM[147]FKVPTLR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9997 R AGVTGDSSDEHMFKVPTLR N 4 2045.9840 2045.9860 0.0020 0 0.98 3.214 0.205 0.1 2 38 108 2 1 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9995 R AGVTGDSSDEHMFKVPTLR N 2 2061.9840 2062.9854 1.0014 -1.0034 -0.93 3 0.388 0 1 17 36 2 1 1 AGVTGDSSDEHM[147]FKVPTLR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9961 R AGVTGDSSDEHMFKVPTLR N 3 2061.9840 2061.9792 -0.0048 0 -2.34 2.802 0.175 0.1 1 27 72 2 1 1 AGVTGDSSDEHM[147]FKVPTLR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9792 R AGVTGDSSDEHMFKVPTLR N 3 2061.9840 2061.9790 -0.0050 0 -2.42 2.682 0.142 0.3 4 23 72 2 1 1 AGVTGDSSDEHM[147]FKVPTLR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9733 R AGVTGDSSDEHMFKVPTLR N 4 2061.9840 2061.9907 0.0066 0 3.22 2.78 0.049 1.2 5 34 108 2 1 1 AGVTGDSSDEHM[147]FKVPTLR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 K GPITAGVEMGMPTSEAAMEK I 2 2053.9159 2053.9073 -0.0086 0 -4.19 4.418 0.567 0 1 25 38 2 0 1 GPITAGVEM[147]GM[147]PTSEAAM[147]EK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 K GPITAGVEMGMPTSEAAMEK I 2 2053.9159 2053.9073 -0.0086 0 -4.19 4.1 0.312 0 1 19 38 2 0 1 GPITAGVEM[147]GM[147]PTSEAAM[147]EK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9999 K GPITAGVEMGMPTSEAAMEK I 3 2053.9159 2053.9006 -0.0153 0 -7.46 2.753 0.283 0 2 24 76 2 0 1 GPITAGVEM[147]GM[147]PTSEAAM[147]EK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9999 K GPITAGVEMGMPTSEAAMEK I 2 2037.9159 2037.9087 -0.0073 0 -3.56 5.924 0.534 0 1 26 38 2 0 1 GPITAGVEM[147]GM[147]PTSEAAMEK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9999 K GPITAGVEMGMPTSEAAMEK I 2 2037.9159 2037.9074 -0.0085 0 -4.16 6.32 0.59 0 1 29 38 2 0 1 GPITAGVEM[147]GM[147]PTSEAAMEK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9999 K GPITAGVEMGMPTSEAAMEK I 2 2037.9159 2037.9093 -0.0066 0 -3.26 3.143 0.231 0 1 15 38 2 0 1 GPITAGVEM[147]GM[147]PTSEAAMEK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9998 K GPITAGVEMGMPTSEAAMEK I 2 2037.9159 2037.9059 -0.0101 0 -4.94 5.568 0.563 0 1 28 38 2 0 1 GPITAGVEM[147]GM[147]PTSEAAMEK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9995 K GPITAGVEMGMPTSEAAMEK I 2 2037.9159 2037.9254 0.0095 0 4.67 4.662 0.532 0 1 25 38 2 0 1 GPITAGVEM[147]GM[147]PTSEAAMEK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9990 K GPITAGVEMGMPTSEAAMEK I 2 2053.9159 2053.9010 -0.0149 0 -7.28 2.546 0.187 0.3 1 15 38 2 0 1 GPITAGVEM[147]GM[147]PTSEAAM[147]EK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9972 K GPITAGVEMGMPTSEAAMEK I 2 2021.9159 2021.9233 0.0074 0 3.65 3.606 0.457 0 1 21 38 2 0 1 GPITAGVEM[147]GMPTSEAAMEK
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9808 K GPITAGVEMGMPTSEAAMEKIR N 3 2323.1010 2323.0893 -0.0118 0 -5.07 2.466 0.16 0.2 2 23 84 2 1 1 GPITAGVEM[147]GM[147]PTSEAAM[147]EKIR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9666 K GPITAGVEMGMPTSEAAMEKIR N 3 2307.1010 2307.0915 -0.0095 0 -4.12 4.238 0.478 0 1 31 84 2 1 1 GPITAGVEM[147]GM[147]PTSEAAMEKIR
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R NSPTVWNAVFMSTQFWDGRADTLEAQAK G 3 3169.4927 3170.5282 1.0354 -1.0034 10.13 3.449 0.39 0 1 30 108 2 1 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R NVEHTAPYFHNGQVR T 2 1767.8441 1767.8475 0.0034 0 1.91 3.655 0.432 0 1 19 28 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R NVEHTAPYFHNGQVR T 3 1767.8441 1767.8411 -0.0030 0 -1.68 4.742 0.429 0 1 28 56 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R NVEHTAPYFHNGQVR T 3 1767.8441 1767.8455 0.0014 0 0.80 4.36 0.476 0 1 30 56 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R NVEHTAPYFHNGQVR T 3 1767.8441 1768.8382 0.9940 -1.0034 -5.26 4.434 0.471 0 1 28 56 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 1 R NVEHTAPYFHNGQVR T 2 1767.8441 1767.8412 -0.0030 0 -1.68 3.784 0.502 0 1 17 28 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9991 R NVEHTAPYFHNGQVR T 4 1767.8441 1767.8443 0.0002 0 0.10 2.44 0.222 0.1 20 27 84 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9815 R NVEHTAPYFHNGQVR T 4 1767.8441 1767.8466 0.0025 0 1.42 2.153 0.166 0.2 126 26 84 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9508 R NVEHTAPYFHNGQVR T 3 1767.8441 1768.8275 0.9834 -1.0034 -11.28 2.613 0.057 0.5 1 22 56 2 0 1
Q5V2F1_HALMA 1 Cytochrome c551 peroxidase ccpA rrnAC1372 474 19.6 7 36 0.9996 R YNLYADSGR A 2 1057.4828 1057.4854 0.0026 0 2.48 2.238 0.287 0.1 8 12 16 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9564 K DFYADYGDD A 1 1079.3720 1079.3730 0.0009 0 0.88 2.218 0.275 0 1 10 16 1 0 1



Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9483 K DFYADYGDD A 1 1079.3720 1079.3763 0.0042 0 3.93 2.059 0.28 0 1 11 16 1 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 K DFYADYGDDAADILVTDGLQDGELPSNVGDDMSNVR G 4 3861.6799 3861.6909 0.0109 0 2.83 4.877 0.272 0 1 44 210 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 K DFYADYGDDAADILVTDGLQDGELPSNVGDDMSNVR G 4 3861.6799 3861.6848 0.0048 0 1.25 5.009 0.332 0 1 45 210 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9999 K DFYADYGDDAADILVTDGLQDGELPSNVGDDMSNVR G 3 3861.6799 3861.6846 0.0047 0 1.21 4.196 0.241 0 6 26 140 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9819 K DFYADYGDDAADILVTDGLQDGELPSNVGDDMSNVR G 3 3861.6799 3861.6970 0.0171 0 4.43 2.875 0.139 1 85 20 140 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9999 K FGVLMPETGDLGPLGR P 2 1657.8498 1657.8514 0.0016 0 0.96 3.612 0.457 0 1 22 30 1 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 K FGVLMPETGDLGPLGRPIR D 2 2024.0877 2024.0945 0.0067 0 3.33 3.434 0.341 0 2 16 36 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 K FGVLMPETGDLGPLGRPIR D 2 2024.0877 2024.0919 0.0042 0 2.06 3.256 0.368 0 1 16 36 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 K FGVLMPETGDLGPLGRPIR D 2 2024.0877 2024.0951 0.0073 0 3.63 3.317 0.371 0 1 17 36 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 K FGVLMPETGDLGPLGRPIR D 3 2040.0877 2040.0860 -0.0017 0 -0.84 3.047 0.313 0 1 27 72 2 0 1 FGVLM[147]PETGDLGPLGRPIR
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 K FGVLMPETGDLGPLGRPIR D 3 2040.0877 2040.0842 -0.0035 0 -1.73 2.816 0.331 0.1 1 25 72 2 0 1 FGVLM[147]PETGDLGPLGRPIR
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9999 K FGVLMPETGDLGPLGRPIR D 3 2040.0877 2040.0846 -0.0032 0 -1.55 3.043 0.258 0.1 2 24 72 2 0 1 FGVLM[147]PETGDLGPLGRPIR
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9998 K FGVLMPETGDLGPLGRPIR D 3 2040.0877 2040.0840 -0.0037 0 -1.82 2.801 0.261 0.1 3 24 72 2 0 1 FGVLM[147]PETGDLGPLGRPIR
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9998 K FGVLMPETGDLGPLGRPIR D 2 2024.0877 2025.1054 1.0177 -1.0034 7.10 3.091 0.374 0 11 13 36 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9998 K FGVLMPETGDLGPLGRPIR D 2 2040.0877 2040.0905 0.0028 0 1.39 2.346 0.319 0 1 17 36 2 0 1 FGVLM[147]PETGDLGPLGRPIR
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9991 K FGVLMPETGDLGPLGRPIR D 3 2024.0877 2024.0914 0.0037 0 1.81 2.6 0.193 0.1 1 28 72 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9977 K FGVLMPETGDLGPLGRPIR D 3 2024.0877 2024.0918 0.0040 0 1.99 2.147 0.2 0.3 1 28 72 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9936 K FGVLMPETGDLGPLGRPIR D 3 2024.0877 2024.0905 0.0028 0 1.36 2.127 0.16 0.4 1 30 72 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9922 K FGVLMPETGDLGPLGRPIR D 3 2024.0877 2024.0888 0.0011 0 0.55 2.22 0.141 0.4 1 25 72 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9891 K FGVLMPETGDLGPLGRPIR D 3 2040.0877 2041.0882 1.0004 -1.0034 -1.42 2.374 0.191 0.1 5 24 72 2 0 1 FGVLM[147]PETGDLGPLGRPIR
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9844 K FGVLMPETGDLGPLGRPIR D 3 2024.0877 2024.0965 0.0088 0 4.34 2.093 0.123 1.3 1 22 72 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9789 K FGVLMPETGDLGPLGRPIR D 3 2024.0877 2024.0956 0.0079 0 3.89 2.027 0.116 0.4 1 29 72 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9781 K FGVLMPETGDLGPLGRPIR D 3 2024.0877 2024.0886 0.0009 0 0.46 2.088 0.12 0.6 2 25 72 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 0.9129 K FGVLMPETGDLGPLGRPIR D 4 2024.0877 2024.0834 -0.0043 0 -2.12 2.466 0.06 1 74 29 108 2 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 D GELPSNVGDDMSNVR G 2 1604.7151 1604.7136 -0.0015 0 -0.95 4.047 0.46 0 1 24 28 1 0 1 GELPSNVGDDM[147]SNVR
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 D GELPSNVGDDMSNVR G 2 1588.7151 1588.7136 -0.0015 0 -0.96 4.368 0.49 0 1 23 28 1 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 D GELPSNVGDDMSNVR G 2 1588.7151 1588.7054 -0.0097 0 -6.09 4.383 0.528 0 1 24 28 1 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 D GELPSNVGDDMSNVR G 2 1588.7151 1588.7254 0.0103 0 6.50 4.44 0.475 0 1 23 28 1 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 D GELPSNVGDDMSNVR G 2 1588.7151 1588.7155 0.0004 0 0.27 4.383 0.526 0 1 22 28 1 0 1
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 D GLQDGELPSNVGDDMSNVR G 2 2017.9062 2017.9054 -0.0008 0 -0.38 4.002 0.484 0 1 23 36 1 0 1 GLQDGELPSNVGDDM[147]SNVR
Q5V3U0_HALMA 1 Hypothetical protein rrnAC0830 rrnAC0830 458 12 6 36 1 D GLQDGELPSNVGDDMSNVR G 2 2017.9062 2017.8993 -0.0070 0 -3.45 3.908 0.475 0 1 23 36 1 0 1 GLQDGELPSNVGDDM[147]SNVR
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K YYKEQGLWK D 3 1213.6131 1213.6137 0.0005 0 0.45 2.947 0.312 0 1 20 32 2 1 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R AGPDFAQEFLLPSPNAPVHPGAEK Y 3 2488.2387 2488.2445 0.0058 0 2.33 4.811 0.446 0 1 36 92 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R AGPDFAQEFLLPSPNAPVHPGAEK Y 3 2488.2387 2488.2429 0.0042 0 1.67 4.992 0.427 0 1 37 92 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R AGPDFAQEFLLPSPNAPVHPGAEK Y 3 2488.2387 2488.2484 0.0097 0 3.88 5.377 0.45 0 1 39 92 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R AGPDFAQEFLLPSPNAPVHPGAEKYYK E 3 2942.4603 2943.4882 1.0278 -1.0034 8.33 5.776 0.429 0 1 39 104 2 1 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9696 R AGPDFAQEFLLPSPNAPVHPGAEKYYKEQGLWK D 4 3683.8412 3685.8509 2.0097 -2.0067 0.81 3.891 0.158 0.7 39 36 192 2 2 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K EQGLWKDGLTTLEEYEG - 2 1966.9160 1967.9254 1.0094 -1.0034 3.09 4.71 0.483 0 1 20 32 2 1 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R GGTNFFAGLDGFR L 2 1357.6415 1357.6423 0.0008 0 0.58 3.582 0.489 0 1 19 24 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R GGTNFFAGLDGFR L 2 1357.6415 1359.6454 2.0039 -2.0067 -2.04 4.373 0.258 0 1 19 24 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9989 R GGTNFFAGLDGFR L 2 1357.6415 1358.6454 1.0039 -1.0034 0.42 2.436 0.285 0 1 14 24 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9955 R GGTNFFAGLDGFR L 2 1357.6415 1358.9854 1.3439 -1.0034 250.86 2.333 0.241 0.1 2 12 24 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R LIAQGDIDVAQSTDWAVAR S 2 2028.0276 2030.0254 1.9978 -2.0067 -4.38 4.537 0.263 0 1 26 36 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9827 R MDSIPAVGVGYETIFPAEVSEELGYEFVR T 3 3203.5373 3203.5508 0.0135 0 4.21 2.413 0.098 2.8 1 27 112 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R RTDDALAGIETVSDIPQDGSVSMAFGQR G 3 2935.3981 2935.4091 0.0110 0 3.75 5.657 0.545 0 1 44 108 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R RTDDALAGIETVSDIPQDGSVSMAFGQR G 3 2935.3981 2935.4055 0.0074 0 2.51 5.304 0.514 0 1 45 108 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 R RTDDALAGIETVSDIPQDGSVSMAFGQR G 3 2935.3981 2935.4108 0.0127 0 4.31 5.627 0.507 0 1 46 108 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K SSNISMSAQTTGGTAANPR L 2 1849.8588 1849.8614 0.0026 0 1.41 4.971 0.564 0 1 26 36 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K SSNISMSAQTTGGTAANPR L 3 1849.8588 1849.8610 0.0022 0 1.20 3.278 0.391 0 1 26 72 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K SSNISMSAQTTGGTAANPR L 2 1849.8588 1849.8617 0.0028 0 1.54 5.064 0.603 0 1 27 36 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K SSNISMSAQTTGGTAANPR L 2 1849.8588 1849.8636 0.0048 0 2.59 6.282 0.614 0 1 28 36 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K SSNISMSAQTTGGTAANPR L 2 1849.8588 1849.8603 0.0015 0 0.81 5.17 0.626 0 1 26 36 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K SSNISMSAQTTGGTAANPR L 2 1849.8588 1849.8613 0.0025 0 1.34 4.372 0.297 0 1 22 36 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K TMTQVLPFMTLEYYLVR R 3 2104.0737 2104.0788 0.0051 0 2.42 5.144 0.542 0 1 32 64 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K TMTQVLPFMTLEYYLVR R 3 2104.0737 2104.0849 0.0111 0 5.29 4.569 0.487 0 1 32 64 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K TMTQVLPFMTLEYYLVR R 2 2104.0737 2104.0782 0.0045 0 2.14 5.065 0.515 0 1 23 32 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K TMTQVLPFMTLEYYLVR R 3 2104.0737 2105.0782 1.0044 -1.0034 0.52 5.104 0.567 0 1 32 64 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K TMTQVLPFMTLEYYLVR R 2 2104.0737 2104.0765 0.0028 0 1.33 4.894 0.502 0 1 23 32 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K TMTQVLPFMTLEYYLVR R 2 2104.0737 2104.0760 0.0023 0 1.09 5.016 0.477 0 1 23 32 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K TMTQVLPFMTLEYYLVR R 3 2104.0737 2104.0871 0.0133 0 6.34 4.726 0.465 0 1 33 64 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 1 K TMTQVLPFMTLEYYLVR R 2 2104.0737 2104.0819 0.0082 0 3.88 5.306 0.487 0 1 24 32 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9985 K TMTQVLPFMTLEYYLVR R 2 2120.0737 2121.0854 1.0117 -1.0034 3.95 5.15 0.588 0 1 23 32 2 0 1 TM[147]TQVLPFMTLEYYLVR
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9974 K TMTQVLPFMTLEYYLVR R 3 2120.0737 2120.0744 0.0006 0 0.30 4.722 0.538 0 1 29 64 2 0 1 TM[147]TQVLPFMTLEYYLVR
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9954 K TMTQVLPFMTLEYYLVR R 3 2120.0737 2120.0736 -0.0001 0 -0.04 4.284 0.481 0 1 31 64 2 0 1 TM[147]TQVLPFMTLEYYLVR
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9179 K TMTQVLPFMTLEYYLVRR T 3 2260.1748 2260.1793 0.0045 0 2.00 2.418 0.094 2.7 205 18 68 2 0 1
Q5V4Z8_HALMA 1 Immunogenic protein imp-1 rrnAC0358 382 49 13 36 0.9998 R TVMEDIGAVREASSVLSR A 3 1918.9782 1918.9804 0.0022 0 1.15 2.777 0.295 0 1 29 68 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R MDHSPVIGDPIDMKR F 3 1709.8229 1709.8256 0.0027 0 1.59 4.465 0.488 0 1 28 56 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R AGDDVVIFDMGLNLSK V 3 1692.8392 1693.8415 1.0022 -1.0034 -0.66 4 0.327 0 2 23 60 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K AIVPTHGHLDHIGAISK L 2 1764.9635 1764.9675 0.0040 0 2.25 3.725 0.525 0 1 20 32 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9794 K AIVPTHGHLDHIGAISK L 4 1764.9635 1764.9667 0.0032 0 1.82 1.358 0.158 4.7 70 27 96 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9524 K AIVPTHGHLDHIGAISK L 4 1764.9635 1764.9666 0.0031 0 1.76 1.47 0.104 5.3 55 29 96 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9999 K FGVQNDLVK M 2 1018.5447 1018.5454 0.0007 0 0.71 2.724 0.241 0.2 1 15 16 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R IMNEGKENFLPIVTGHQGEPR A 4 2381.1848 2381.1774 -0.0074 0 -3.10 3.355 0.329 0 1 36 120 2 1 1 IM[147]NEGKENFLPIVTGHQGEPR
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R IMNEGKENFLPIVTGHQGEPR A 4 2365.1848 2365.1816 -0.0032 0 -1.37 3.39 0.294 0 1 36 120 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R IMNEGKENFLPIVTGHQGEPR A 3 2365.1848 2366.1982 1.0133 -1.0034 4.23 4.861 0.507 0 1 41 80 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9984 R IMNEGKENFLPIVTGHQGEPR A 4 2365.1848 2365.1918 0.0070 0 2.97 3.153 0.145 0 3 33 120 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K LAHRYDAPIVATPFTIELVK Q 3 2253.2521 2253.2587 0.0066 0 2.91 4.624 0.451 0 1 33 76 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R MDHSPVIGDPIDMKR F 3 1709.8229 1709.8233 0.0003 0 0.20 3.945 0.452 0 1 28 56 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R MDHSPVIGDPIDMKR F 4 1709.8229 1709.8266 0.0037 0 2.15 3.112 0.309 0.1 3 34 84 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R MDHSPVIGDPIDMKR F 4 1709.8229 1709.8253 0.0023 0 1.37 2.856 0.318 0.1 1 35 84 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R MDHSPVIGDPIDMKR F 3 1709.8229 1709.8227 -0.0002 0 -0.12 4.384 0.432 0 1 30 56 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9878 R MDHSPVIGDPIDMKR F 4 1725.8229 1725.8184 -0.0045 0 -2.60 3.188 0.097 0.3 19 27 84 2 0 1 M[147]DHSPVIGDPIDMKR
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9979 T MEVEIATIGGYEAVGR Q 2 1693.8345 1694.8434 1.0088 -1.0034 3.24 3.742 0.348 0 1 21 30 1 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R MGRGETPYELDDGDKVLFSAR V 4 2371.1165 2371.1076 -0.0089 0 -3.76 3.536 0.304 0 1 40 120 2 2 1 M[147]GRGETPYELDDGDKVLFSAR
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9988 R MHSLDLIDMGAIPDDR V 3 1797.8389 1797.8437 0.0048 0 2.66 3.076 0.184 0.3 18 23 60 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9812 R MHSLDLIDMGAIPDDRVMSDLEGDVK A 4 2887.3452 2887.3461 0.0009 0 0.32 3.319 0.273 0.1 1 48 150 2 1 1 M[147]HSLDLIDMGAIPDDRVMSDLEGDVK
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K NIIPAHQSLEGFAPYVDLAENMGYK A 3 2792.3530 2792.3395 -0.0135 0 -4.84 3.857 0.274 0 1 30 96 2 0 1 NIIPAHQSLEGFAPYVDLAENM[147]GYK
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K RIMNEGKENFLPIVTGHQGEPR A 4 2521.2860 2521.2871 0.0010 0 0.41 4.131 0.361 0 1 41 126 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K RMDHSPVIGDPIDMKR F 4 1865.9240 1865.9269 0.0029 0 1.57 3.132 0.298 0 1 34 90 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K SLVEFADDIGR Q 2 1220.6037 1220.6069 0.0032 0 2.61 3.505 0.405 0 1 19 20 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K SLVEFADDIGRQPVLLGR S 3 1984.0742 1984.0770 0.0028 0 1.39 5.023 0.487 0 1 35 68 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K SLVEFADDIGRQPVLLGR S 3 1984.0742 1984.0761 0.0018 0 0.93 4.977 0.505 0 1 33 68 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K SLVEFADDIGRQPVLLGR S 3 1984.0742 1984.0806 0.0064 0 3.24 4.838 0.491 0 1 32 68 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K VLIHDNVETER M 2 1323.6783 1323.6794 0.0011 0 0.83 2.386 0.367 0 1 13 20 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K VLIHDNVETER M 3 1323.6783 1323.6796 0.0012 0 0.93 3.329 0.414 0 12 20 40 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9999 K VLIHDNVETER M 2 1323.6783 1323.6797 0.0013 0 1.01 2.3 0.315 0 1 14 20 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 0.9999 K VLIHDNVETER M 3 1323.6783 1323.6808 0.0025 0 1.90 3.015 0.276 0.2 41 18 40 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R YDAPIVATPFTIELVK Q 2 1775.9709 1775.9773 0.0063 0 3.57 4.599 0.522 0 1 24 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R YDAPIVATPFTIELVK Q 3 1775.9709 1775.9719 0.0010 0 0.57 3.984 0.392 0 2 30 60 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 R YDAPIVATPFTIELVK Q 2 1775.9709 1775.9743 0.0034 0 1.92 4.673 0.543 0 1 24 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase rrnAC0080 rrnAC0080 460 52.2 18 36 1 K YSGTAERLDFVDFPEDLGMYGHR K 4 2674.2122 2674.2141 0.0018 0 0.69 3.728 0.307 0.1 1 40 132 2 1 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R ATAPAESAEPVDSAESESESVSK A 3 2277.0132 2277.0214 0.0082 0 3.58 4.975 0.59 0 1 36 88 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R ADSNDVDDAVDGLRQLQGGQSNTDR S 3 2645.1913 2645.1969 0.0055 0 2.09 5.652 0.523 0 1 42 96 2 1 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R ADSNDVDDAVDGLRQLQGGQSNTDR S 3 2645.1913 2645.1939 0.0026 0 0.99 5.074 0.501 0 1 41 96 2 1 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 K ADVDSDIEQAMEGAELSWGGVEQQPK T 2 2788.2497 2788.2562 0.0065 0 2.32 5.733 0.581 0 1 26 50 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 K ADVDSDIEQAMEGAELSWGGVEQQPK T 2 2788.2497 2788.2567 0.0070 0 2.50 5.503 0.564 0 1 27 50 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 K ADVDSDIEQAMEGAELSWGGVEQQPK T 3 2788.2497 2788.2584 0.0087 0 3.13 5.524 0.465 0 1 39 100 2 0 1



Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R ATAPAESAEPVDSAESESESVSK A 2 2277.0132 2277.0130 -0.0002 0 -0.08 5.168 0.592 0 1 28 44 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R ATAPAESAEPVDSAESESESVSK A 2 2277.0132 2277.0150 0.0018 0 0.78 5.206 0.621 0 1 27 44 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R ATAPAESAEPVDSAESESESVSK A 2 2277.0132 2277.0213 0.0081 0 3.56 4.614 0.562 0 1 26 44 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R ATAPAESAEPVDSAESESESVSK A 3 2277.0132 2277.0164 0.0032 0 1.41 3.068 0.327 0.1 1 27 88 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R ATAPAESAEPVDSAESESESVSK A 2 2277.0132 2277.0116 -0.0017 0 -0.73 4.857 0.582 0 1 24 44 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 0.9974 R ATAPAESAEPVDSAESESESVSK A 2 2277.0132 2277.0157 0.0025 0 1.10 2.654 0.118 1 1 16 44 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 0.9659 R ATAPAESAEPVDSAESESESVSK A 2 2277.0132 2277.0206 0.0074 0 3.24 2.559 0.014 1.3 3 16 44 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R LNLDMPDTDSDLDQTAIENSEATTTR A 2 2865.2822 2865.2933 0.0111 0 3.87 5.192 0.584 0 1 25 50 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R NEQAEDDDVETGVEEQK G 2 1933.8025 1933.8076 0.0051 0 2.62 4.263 0.267 0 1 24 32 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R NEQAEDDDVETGVEEQK G 2 1933.8025 1933.8092 0.0067 0 3.44 4.548 0.469 0 1 25 32 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R NEQAEDDDVETGVEEQK G 2 1933.8025 1933.8108 0.0082 0 4.26 4.272 0.519 0 1 24 32 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R NEQAEDDDVETGVEEQK G 2 1933.8025 1933.8075 0.0049 0 2.56 5.165 0.52 0 1 25 32 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 K RLNLDMPDTDSDLDQTAIENSEATTTR A 3 3021.3833 3021.3889 0.0056 0 1.84 6.379 0.612 0 1 36 104 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 K RLNLDMPDTDSDLDQTAIENSEATTTR A 3 3021.3833 3021.3982 0.0149 0 4.93 5.596 0.545 0 1 34 104 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 K RLNLDMPDTDSDLDQTAIENSEATTTR A 3 3021.3833 3021.3891 0.0057 0 1.90 6.06 0.579 0 1 36 104 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 0.9993 K RLNLDMPDTDSDLDQTAIENSEATTTR A 3 3021.3833 3021.4174 0.0341 0 11.29 3.259 0.201 0.6 6 25 104 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 0.9991 K RLNLDMPDTDSDLDQTAIENSEATTTR A 3 3037.3833 3037.3623 -0.0211 0 -6.93 4.498 0.101 0 2 28 104 2 0 1 RLNLDM[147]PDTDSDLDQTAIENSEATTTR
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R SIYRDYIGEPDKER D 3 1739.8478 1739.8480 0.0002 0 0.09 4.134 0.32 0 1 27 52 2 2 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R SPESADPVSGYR D 2 1263.5731 1263.5721 -0.0010 0 -0.80 3.686 0.354 0 1 17 22 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R SPESADPVSGYR D 2 1263.5731 1263.5727 -0.0004 0 -0.31 3.245 0.38 0 1 17 22 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 0.9622 R SPESADPVSGYRDR L 3 1534.7012 1534.7008 -0.0004 0 -0.26 1.931 0.167 1 2 21 52 2 1 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 0.9983 R SPESADPVSGYRDRLR S 4 1803.8864 1803.8876 0.0012 0 0.68 3.006 0.222 0.1 25 30 90 2 2 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 0.9999 R STGTEEQVNALTEFR N 2 1680.7955 1680.8054 0.0099 0 5.90 3.471 0.219 0.1 1 17 28 2 0 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R STGTEEQVNALTEFRNEQAEDDDVETGVEEQK G 3 3596.5874 3596.5834 -0.0040 0 -1.12 6.849 0.519 0 1 46 124 2 1 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R STGTEEQVNALTEFRNEQAEDDDVETGVEEQK G 3 3596.5874 3597.6082 1.0207 -1.0034 4.84 7.544 0.535 0 1 45 124 2 1 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R STGTEEQVNALTEFRNEQAEDDDVETGVEEQK G 3 3596.5874 3596.5988 0.0114 0 3.16 6.984 0.535 0 1 42 124 2 1 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R STGTEEQVNALTEFRNEQAEDDDVETGVEEQKGLMSR L 4 4140.8665 4142.8909 2.0244 -2.0067 4.27 6.699 0.518 0 1 56 216 2 2 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R STGTEEQVNALTEFRNEQAEDDDVETGVEEQKGLMSR L 4 4140.8665 4140.8820 0.0155 0 3.74 6.107 0.412 0 1 58 216 2 2 1
Q5V6N0_HALMA 1 Putative permease pNG7110 pNG7110 318 52.8 14 36 1 R STGTEEQVNALTEFRNEQAEDDDVETGVEEQKGLMSR L 4 4156.8665 4158.8909 2.0244 -2.0067 4.25 5.252 0.325 0 1 44 216 2 2 1 STGTEEQVNALTEFRNEQAEDDDVETGVEEQKGLM[147]SR
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R SIVAITGSSQYGGR T 2 1394.7154 1394.7142 -0.0012 0 -0.87 3.411 0.519 0 1 20 26 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R FRAETTADSPVTHPK T 3 1655.8267 1655.8174 -0.0093 0 -5.63 3.957 0.26 0.2 1 25 56 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R FRAETTADSPVTHPK T 3 1655.8267 1655.8233 -0.0035 0 -2.09 3.902 0.257 0.1 1 27 56 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R FRAETTADSPVTHPK T 3 1655.8267 1655.8242 -0.0025 0 -1.54 4.409 0.392 0 1 32 56 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R FRAETTADSPVTHPK T 3 1655.8267 1655.8266 -0.0002 0 -0.10 4.43 0.444 0 1 31 56 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9992 R FRAETTADSPVTHPK T 4 1655.8267 1655.8276 0.0009 0 0.52 2.371 0.168 0.9 2 32 84 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9942 R FRAETTADSPVTHPK T 2 1655.8267 1655.8312 0.0044 0 2.67 2.098 0.308 0.1 2 13 28 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9941 R FRAETTADSPVTHPK T 3 1655.8267 1655.8282 0.0015 0 0.90 2.88 0.137 0.9 1 21 56 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9941 R IIPSTITPK Y 2 968.5906 968.5902 -0.0004 0 -0.39 1.532 0.28 0.6 3 12 16 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9481 R IIPSTITPK Y 2 968.5906 968.5918 0.0011 0 1.18 1.706 0.171 2.2 35 11 16 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9990 K QFAAAEVAFK T 1 1080.5604 1080.5627 0.0023 0 2.13 2.006 0.26 0 1 12 18 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9956 K QFAAAEVAFK T 2 1080.5604 1080.5616 0.0012 0 1.11 1.823 0.252 0 7 14 18 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9877 K QFAAAEVAFK T 2 1080.5604 1080.5609 0.0005 0 0.43 1.815 0.199 0.1 8 13 18 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9782 K QFAAAEVAFK T 2 1080.5604 1080.5613 0.0008 0 0.77 1.973 0.189 0.7 69 11 18 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9740 K QFAAAEVAFK T 2 1080.5604 1080.5627 0.0023 0 2.12 1.8 0.155 0.6 7 13 18 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R QLGNTYTTPDGTSVTASDLR I 2 2096.0022 2096.0033 0.0010 0 0.50 4.934 0.599 0 1 23 38 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R QLGNTYTTPDGTSVTASDLR I 2 2096.0022 2096.0055 0.0032 0 1.55 4.894 0.652 0 1 22 38 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R QLGNTYTTPDGTSVTASDLR I 2 2096.0022 2097.0054 1.0032 -1.0034 -0.06 4.25 0.522 0 1 20 38 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R QLGNTYTTPDGTSVTASDLR I 2 2096.0022 2096.0155 0.0133 0 6.32 4.552 0.556 0 1 22 38 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R QLGNTYTTPDGTSVTASDLR I 2 2096.0022 2096.0033 0.0010 0 0.50 4.773 0.627 0 1 23 38 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9995 R QLGNTYTTPDGTSVTASDLR I 2 2096.0022 2096.0091 0.0069 0 3.29 2.757 0.213 0.6 2 13 38 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R SIVAITGSSQYGGR T 2 1394.7154 1394.7171 0.0017 0 1.23 4.177 0.595 0 1 22 26 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R SIVAITGSSQYGGR T 2 1394.7154 1394.7160 0.0006 0 0.44 4.239 0.569 0 1 23 26 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R SIVAITGSSQYGGR T 2 1394.7154 1394.7164 0.0010 0 0.70 4.038 0.351 0 1 22 26 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R SIVAITGSSQYGGR T 2 1394.7154 1394.7147 -0.0007 0 -0.52 3.551 0.31 0 1 20 26 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R SIVAITGSSQYGGR T 2 1394.7154 1394.7164 0.0010 0 0.70 4.168 0.577 0 1 23 26 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9698 R SIVAITGSSQYGGR T 2 1394.7154 1394.7064 -0.0090 0 -6.47 2.39 0.048 1.9 4 16 26 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 0.9998 R YWAGFDK A 2 885.4021 885.4015 -0.0006 0 -0.68 1.905 0.335 0 2 10 12 2 0 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R YWAGFDKAQLLVR F 2 1565.8354 1565.8386 0.0032 0 2.03 3.965 0.428 0 1 22 24 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R YWAGFDKAQLLVR F 3 1565.8354 1565.8372 0.0018 0 1.12 2.611 0.453 0 1 31 48 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R YWAGFDKAQLLVR F 2 1565.8354 1565.8397 0.0043 0 2.73 3.721 0.423 0 1 21 24 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R YWAGFDKAQLLVR F 3 1565.8354 1565.8368 0.0014 0 0.89 2.622 0.438 0 1 29 48 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R YWAGFDKAQLLVR F 3 1565.8354 1566.8482 1.0127 -1.0034 6.00 2.584 0.41 0 1 28 48 2 1 1
Q5V7Y3_HALMA 1 Hypothetical protein pNG3012 pNG3012 373 21.7 7 36 1 R YWAGFDKAQLLVR F 3 1565.8354 1565.8355 0.0001 0 0.07 2.559 0.379 0 1 25 48 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9999 R VQIQPVAVTTK K 2 1182.6972 1182.6989 0.0017 0 1.46 2.447 0.316 0 2 15 20 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R ETAEDHTFEQLIDSVVEGR L 2 2174.0127 2174.0184 0.0057 0 2.61 5.725 0.539 0 1 26 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R ETAEDHTFEQLIDSVVEGR L 2 2174.0127 2174.0165 0.0037 0 1.72 5.762 0.528 0 1 26 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R ETAEDHTFEQLIDSVVEGR L 2 2174.0127 2174.0155 0.0028 0 1.27 4.732 0.533 0 1 26 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R ETAEDHTFEQLIDSVVEGR L 2 2174.0127 2174.0157 0.0030 0 1.38 5.668 0.542 0 1 26 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R ETAEDHTFEQLIDSVVEGR L 3 2174.0127 2174.0196 0.0069 0 3.17 3.704 0.251 0.1 1 28 72 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9999 R ETAEDHTFEQLIDSVVEGR L 3 2174.0127 2174.0112 -0.0015 0 -0.71 3.68 0.203 0.1 1 29 72 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9998 R ETAEDHTFEQLIDSVVEGR L 3 2174.0127 2174.0176 0.0049 0 2.24 3.571 0.179 0.1 1 27 72 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9579 K INEVASDSAYTEFIRHELTR D 4 2350.1553 2350.1586 0.0033 0 1.41 2.473 0.102 5.4 31 30 114 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9451 K INEVASDSAYTEFIRHELTR D 3 2350.1553 2350.1614 0.0061 0 2.58 2.628 0.118 0.4 8 23 76 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9440 K INEVASDSAYTEFIRHELTR D 3 2350.1553 2350.1557 0.0004 0 0.17 2.539 0.107 1 3 23 76 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9999 K INEVASDSAYTEFIRHELTRDYLR S 5 2897.4308 2897.4331 0.0023 0 0.79 3.416 0.28 0.1 3 48 184 2 2 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9998 K INEVASDSAYTEFIRHELTRDYLR S 5 2897.4308 2897.4300 -0.0008 0 -0.27 3.725 0.297 0 11 48 184 2 2 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R LSSAIYGEAKDIYPLR R 3 1794.9516 1794.9530 0.0014 0 0.78 4.211 0.452 0 1 32 60 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9927 R RTMIDLVR E 2 1002.5644 1002.5279 -0.0366 0 -36.46 2.21 0.147 1.4 23 11 14 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9735 E TAEDHTFEQLIDSVVEGR L 3 2044.9701 2045.9782 1.0080 -1.0034 2.30 3.42 0.236 0.2 1 26 68 1 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R TIETTLGELTNDASENNTK L 2 2049.9702 2049.9759 0.0057 0 2.78 5.305 0.477 0 1 23 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R TIETTLGELTNDASENNTK L 2 2049.9702 2049.9796 0.0094 0 4.57 3.575 0.258 0.1 2 17 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R TIETTLGELTNDASENNTKLTFK I 3 2539.2653 2539.2731 0.0078 0 3.06 3.444 0.454 0 3 25 88 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9966 R TIETTLGELTNDASENNTKLTFK I 3 2539.2653 2539.2665 0.0012 0 0.46 2.668 0.223 0.2 3 25 88 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9984 R TMIDLVR E 2 846.4633 846.4656 0.0023 0 2.70 2.112 0.204 0.1 7 11 12 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9301 R TMIDLVRE T 2 975.5059 975.5058 -0.0002 0 -0.16 2.326 0.301 0 2 13 14 1 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R TMIDLVRETAEDHTFEQLIDSVVEGR L 3 3002.4655 3002.4620 -0.0035 0 -1.17 7.085 0.489 0 1 40 100 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9814 R TMIDLVRETAEDHTFEQLIDSVVEGR L 4 3002.4655 3002.4658 0.0002 0 0.08 2.62 0.009 0.3 1 40 150 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 K VEAYITVLTTDDYR V 2 1657.8199 1658.8254 1.0055 -1.0034 1.31 4.784 0.531 0 1 22 26 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9942 R WYTVQAPEQFDR E 2 1538.7154 1538.7212 0.0057 0 3.73 2.268 0.155 0 5 11 22 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R WYTVQAPEQFDREVLGK T 2 2065.0269 2065.0431 0.0161 0 7.82 4.96 0.53 0 1 23 32 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 1 R WYTVQAPEQFDREVLGK T 3 2065.0269 2065.0356 0.0087 0 4.20 3.08 0.351 0.1 1 23 64 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9999 R WYTVQAPEQFDREVLGK T 3 2065.0269 2065.0308 0.0039 0 1.90 3.317 0.294 0 3 22 64 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9998 R WYTVQAPEQFDREVLGK T 3 2065.0269 2065.0307 0.0037 0 1.81 3.043 0.278 0 2 23 64 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9984 R WYTVQAPEQFDREVLGK T 3 2065.0269 2065.0307 0.0037 0 1.81 2.757 0.206 0.1 1 24 64 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9468 R WYTVQAPEQFDREVLGKTPAEEPDKVLGR T 5 3357.6993 3357.7023 0.0029 0 0.88 2.312 0.02 6.9 1 45 224 2 3 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae rps3Ae rrnAC1429 213 67.6 17 36 0.9111 R WYTVQAPEQFDREVLGKTPAEEPDKVLGR T 5 3357.6993 3357.7075 0.0081 0 2.42 2.146 0.055 5.5 3 44 224 2 3 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3508.6682 0.0048 0 1.37 5.421 0.4 0 1 37 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9989 R DVLGTGPVPTE - 1 1083.5448 1083.5472 0.0023 0 2.16 1.658 0.394 0 1 13 20 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R LTWGIEHSTIVDR E 3 1525.7889 1525.7899 0.0010 0 0.64 2.599 0.39 0 1 22 48 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R LTWGIEHSTIVDR E 3 1525.7889 1525.7911 0.0022 0 1.42 2.841 0.492 0 2 23 48 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R LTWGIEHSTIVDR E 3 1525.7889 1525.7904 0.0014 0 0.95 3.042 0.42 0 1 22 48 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R LTWGIEHSTIVDR E 3 1525.7889 1525.7912 0.0023 0 1.49 2.313 0.371 0 3 20 48 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R LTWGIEHSTIVDR E 3 1525.7889 1525.7912 0.0023 0 1.49 2.507 0.367 0 1 24 48 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9996 R LTWGIEHSTIVDR E 3 1525.7889 1525.7875 -0.0014 0 -0.91 2.47 0.257 0.4 8 19 48 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9976 R LTWGIEHSTIVDR E 3 1525.7889 1526.7982 1.0092 -1.0034 3.86 2.431 0.209 0.5 2 20 48 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9986 R LTWGIEHSTIVDREGDTTVR T 2 2284.1448 2284.1463 0.0015 0 0.66 3.294 0.2 0 1 16 38 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9974 R LTWGIEHSTIVDREGDTTVR T 4 2284.1448 2284.1455 0.0006 0 0.28 2.331 0.137 0.3 3 36 114 2 1 1



Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9833 R LTWGIEHSTIVDREGDTTVR T 4 2284.1448 2284.1484 0.0036 0 1.56 2.121 0.046 1.7 2 34 114 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9805 R LTWGIEHSTIVDREGDTTVR T 4 2284.1448 2284.1472 0.0023 0 1.02 2.131 0.074 0.7 5 31 114 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9288 R LTWGIEHSTIVDREGDTTVR T 3 2284.1448 2284.1468 0.0019 0 0.84 2.348 0.093 1 1 27 76 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 M SDDESEDAEEPAVELGDGPDVTGAPLSR V 2 2856.2421 2856.2447 0.0026 0 0.91 5.164 0.607 0 1 26 54 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDR Q 2 2562.2126 2562.2191 0.0065 0 2.52 5.928 0.54 0 1 25 44 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDR Q 2 2562.2126 2562.2210 0.0084 0 3.29 5.69 0.515 0 1 23 44 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDR Q 3 2562.2126 2562.2175 0.0049 0 1.90 3.579 0.381 0 1 30 88 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9973 R TPDGPQELATVLEDVDVPYFSDR Q 3 2562.2126 2563.2082 0.9955 -1.0034 -3.05 2.901 0.183 1.6 1 27 88 2 0 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3508.6774 0.0140 0 3.98 6.486 0.491 0 1 38 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3508.6737 0.0103 0 2.94 6.028 0.496 0 1 38 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3508.6723 0.0088 0 2.52 6.084 0.428 0 1 39 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3508.6781 0.0147 0 4.19 6.195 0.519 0 1 37 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3509.6782 1.0147 -1.0034 3.25 6.079 0.502 0 1 35 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3509.6782 1.0147 -1.0034 3.25 6.7 0.499 0 1 37 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3508.6693 0.0059 0 1.68 5.371 0.406 0 1 36 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9994 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 4 3508.6634 3508.6684 0.0050 0 1.42 3.23 0.147 0.3 1 42 180 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9974 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3506.8793 -1.7841 2 61.52 3.718 0.339 0 1 25 120 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9932 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 4 3508.6634 3508.6752 0.0118 0 3.37 2.967 0.102 1 4 34 180 2 1 1
Q5V5C3_HALMA 1 Hypothetical protein rrnAC0220 rrnAC0220 95 94.7 7 35 0.9707 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 4 3508.6634 3508.6704 0.0069 0 1.98 3.208 0.009 1.7 2 37 180 2 1 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9721 S RVREDGTPTLLR R 3 1411.7895 1411.7880 -0.0015 0 -1.09 3.076 0.239 0.1 1 27 44 1 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 R DFSSTDGGEAGLHFLSLQR S 2 2035.9599 2037.6454 1.6855 -2.0067 -157.75 4.628 0.483 0 1 20 36 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 R DFSSTDGGEAGLHFLSLQR S 2 2035.9599 2035.9679 0.0079 0 3.90 4.207 0.356 0 1 21 36 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9972 R DFSSTDGGEAGLHFLSLQR S 3 2035.9599 2037.9982 2.0382 -2.0067 15.49 2.652 0.262 0.2 50 18 72 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9814 R DFSSTDGGEAGLHFLSLQR S 3 2035.9599 2035.9632 0.0033 0 1.62 1.879 0.14 0.1 1 26 72 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K ENQASEDRVTVDSGPFAGGATQHLSK I 3 2700.2739 2700.2867 0.0128 0 4.73 6.452 0.455 0 1 38 100 2 1 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9356 K ENQASEDRVTVDSGPFAGGATQHLSK I 4 2700.2739 2701.2909 1.0170 -1.0034 5.04 2.447 0.074 1.2 5 34 150 2 1 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9995 K IRLQLQQWYEQDSR D 3 1861.9435 1862.4082 0.4646 0 249.55 3.146 0.204 0.1 1 26 52 2 1 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 R LQLQQWYEQDSR D 2 1592.7583 1592.7619 0.0036 0 2.27 3.286 0.451 0 1 17 22 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K QAMNGTDVANDSAVGQR V 2 1732.7798 1732.7829 0.0031 0 1.79 3.641 0.428 0 1 19 32 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 R RDFSSTDGGEAGLHFLSLQR S 3 2192.0610 2192.0665 0.0055 0 2.49 5.628 0.454 0 1 34 76 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 R RDFSSTDGGEAGLHFLSLQR S 3 2192.0610 2192.0731 0.0121 0 5.50 4.484 0.377 0 1 32 76 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9994 R RDFSSTDGGEAGLHFLSLQR S 4 2192.0610 2192.0646 0.0036 0 1.65 2.744 0.123 0.3 1 35 114 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 R RGNYLLPPR S 2 1084.6141 1084.6141 0.0000 0 -0.01 3.013 0.31 0 1 13 16 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9907 S RVREDGTPTLLR R 3 1411.7895 1411.7782 -0.0114 0 -8.04 3.076 0.279 0 1 25 44 1 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 5 3119.4908 3119.4906 -0.0002 0 -0.07 3.138 0.306 0.1 1 52 232 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 3 3119.4908 3120.4953 1.0044 -1.0034 0.35 5.509 0.464 0 1 36 116 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 3 3119.4908 3120.5030 1.0121 -1.0034 2.81 5.223 0.427 0 1 33 116 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 4 3119.4908 3119.4982 0.0074 0 2.38 6.254 0.425 0 1 52 174 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 4 3119.4908 3119.4936 0.0028 0 0.89 6.159 0.469 0 1 54 174 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 3 3119.4908 3121.5082 2.0173 -2.0067 3.41 5.343 0.403 0 1 38 116 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 4 3119.4908 3119.4931 0.0023 0 0.73 4.523 0.345 0 1 50 174 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 4 3119.4908 3119.4921 0.0013 0 0.42 5.404 0.338 0 1 52 174 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9999 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 5 3119.4908 3119.4958 0.0050 0 1.59 3.175 0.333 0.1 7 46 232 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9999 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 4 3119.4908 3120.4921 1.0013 -1.0034 -0.65 4.017 0.279 0.1 1 48 174 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9998 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 5 3119.4908 3119.4888 -0.0021 0 -0.66 3.356 0.188 0.6 1 53 232 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9868 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 5 3119.4908 3119.4949 0.0040 0 1.30 2.146 0.125 0.6 10 44 232 2 2 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9997 R SIADFVATK Q 2 950.5073 950.5093 0.0020 0 2.09 2.082 0.288 0 1 14 16 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9997 R SIADFVATK Q 2 950.5073 950.5088 0.0015 0 1.58 2.511 0.195 0 1 15 16 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 0.9976 R SIADFVATK Q 2 950.5073 950.5110 0.0037 0 3.89 1.923 0.201 0.1 1 15 16 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 R VNNGILQYMTVTR R 2 1507.7817 1507.7839 0.0022 0 1.45 3.888 0.538 0 1 19 24 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein rrnAC0159 rrnAC0159 195 71.3 13 35 1 R VNNGILQYMTVTR R 2 1507.7817 1507.7864 0.0046 0 3.07 3.696 0.533 0 1 19 24 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9986 R NANGIPDDNLVTIYDALLDSPAR G 3 2456.2183 2457.2069 0.9885 -1.0034 -6.03 3.333 0.178 0.1 1 30 88 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9982 R ETSIITVIR S 2 1030.6022 1030.6045 0.0022 0 2.18 2.026 0.194 0.2 1 14 16 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9920 R ETSIITVIR S 2 1030.6022 1030.6037 0.0015 0 1.47 1.984 0.157 0.4 4 13 16 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9409 R ETSIITVIR S 2 1030.6022 1030.6035 0.0013 0 1.23 1.611 0.151 2.7 9 10 16 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R GQALNYITDDYTSAR I 2 1686.7849 1686.7849 0.0000 0 -0.02 4.416 0.53 0 1 23 28 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R GQALNYITDDYTSAR I 2 1686.7849 1686.7856 0.0007 0 0.41 4.475 0.53 0 1 23 28 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R IEYAVEADATQDEVTSDTR T 2 2111.9495 2111.9496 0.0000 0 0.02 5.96 0.559 0 1 28 36 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R IEYAVEADATQDEVTSDTR T 2 2111.9495 2111.9503 0.0008 0 0.36 4.19 0.523 0 1 22 36 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R IEYAVEADATQDEVTSDTR T 2 2111.9495 2111.9557 0.0061 0 2.91 5.215 0.586 0 1 28 36 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R IQGYGIQESMR T 2 1280.6183 1280.6254 0.0071 0 5.56 2.423 0.394 0 2 14 20 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R ITFEGDTGTTQLIHSGQNVLSKPELLR M 3 2953.5509 2953.5587 0.0078 0 2.65 7.131 0.57 0 1 42 104 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R ITFEGDTGTTQLIHSGQNVLSKPELLR M 3 2953.5509 2953.5567 0.0058 0 1.96 6.462 0.571 0 1 39 104 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R ITFEGDTGTTQLIHSGQNVLSKPELLR M 3 2953.5509 2953.5578 0.0069 0 2.34 5.883 0.506 0 1 36 104 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9999 R ITFEGDTGTTQLIHSGQNVLSKPELLR M 4 2953.5509 2953.5534 0.0025 0 0.84 2.838 0.213 0 1 45 156 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9997 R ITFEGDTGTTQLIHSGQNVLSKPELLR M 4 2953.5509 2953.5544 0.0035 0 1.17 2.593 0.151 0.3 1 39 156 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R LSKNPEIQVESTTSVAQAVAR T 3 2227.1808 2227.1836 0.0027 0 1.23 4.336 0.506 0 1 37 80 2 1 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 - MDFELNYQR Y 2 1214.5390 1214.5454 0.0064 0 5.29 2.801 0.308 0 1 15 16 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 - MDFELNYQR Y 2 1214.5390 1214.5433 0.0043 0 3.53 3.04 0.417 0 1 15 16 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R NANGIPDDNLVTIYDALLDSPAR G 2 2456.2183 2456.2296 0.0113 0 4.59 5.206 0.532 0 1 24 44 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R NANGIPDDNLVTIYDALLDSPAR G 2 2456.2183 2456.2218 0.0035 0 1.41 4.985 0.57 0 1 24 44 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R NANGIPDDNLVTIYDALLDSPAR G 2 2456.2183 2457.2127 0.9944 -1.0034 -3.64 4.218 0.517 0 1 20 44 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R NANGIPDDNLVTIYDALLDSPAR G 3 2456.2183 2456.2236 0.0053 0 2.15 4.109 0.453 0 1 33 88 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9997 R NANGIPDDNLVTIYDALLDSPAR G 3 2456.2183 2457.2085 0.9902 -1.0034 -5.36 3.706 0.208 0 1 39 88 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 K NPEIQVESTTSVAQAVAR T 2 1898.9697 1898.9717 0.0019 0 1.02 4.833 0.601 0 1 27 34 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R TLDPSAETFEEQIR V 2 1634.7788 1634.7805 0.0017 0 1.02 4.112 0.514 0 1 19 26 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R TLDPSAETFEEQIRVVETAAPSEIDQAVQTAAER N 3 3700.8068 3701.8282 1.0213 -1.0034 4.86 6.089 0.486 0 1 40 132 2 1 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 1 R VLLAGVHIGR A 2 1033.6396 1033.5654 -0.0742 0 -71.76 3.292 0.386 0 1 17 18 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9999 R VLLAGVHIGR A 2 1033.6396 1033.6388 -0.0009 0 -0.83 2.459 0.279 0 1 14 18 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9890 R VLLAGVHIGR A 2 1033.6396 1034.5054 0.8658 -1.0034 -133.05 1.895 0.232 0.7 1 13 18 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9994 R YIDIADHWIADRPK Q 3 1711.8682 1711.8682 -0.0001 0 -0.03 2.436 0.265 0.2 21 19 52 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9942 R YIDIADHWIADRPK Q 4 1711.8682 1711.8730 0.0048 0 2.79 2.135 0.121 0.3 10 28 78 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9837 R YIDIADHWIADRPK Q 4 1711.8682 1711.8681 -0.0001 0 -0.07 1.891 0.067 1.4 7 26 78 2 0 1
Q5V7G9_HALMA 1 Hypothetical protein pNG5011 pNG5011 835 23 14 35 0.9674 R YIDIADHWIADRPK Q 4 1711.8682 1712.8724 1.0042 -1.0034 0.47 2.048 0.043 2 2 26 78 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9993 R TVDETLEMKIMQTLGK A 3 1835.9372 1836.8626 0.9253 -1.0034 -42.49 2.166 0.337 0.1 1 31 60 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R DSAGDIAEDHFGEDNPAVIMAESGAR G 3 2673.1613 2673.1713 0.0100 0 3.75 5.634 0.462 0 1 45 100 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R EAEEQINDAIDSAYDRVEELIETYDRGELESLPGR T 4 4023.8821 4023.8908 0.0087 0 2.16 3.142 0.299 0.1 1 46 204 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R EAEEQINDAIDSAYDRVEELIETYDRGELESLPGR T 4 4023.8821 4025.8909 2.0088 -2.0067 0.51 3.607 0.363 0 1 44 204 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9999 R EAEEQINDAIDSAYDRVEELIETYDRGELESLPGR T 4 4023.8821 4025.8909 2.0088 -2.0067 0.51 3.221 0.291 0 1 49 204 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9999 R EAEEQINDAIDSAYDRVEELIETYDRGELESLPGR T 4 4023.8821 4025.8909 2.0088 -2.0067 0.51 3.333 0.278 0 1 49 204 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R FGENIIGAIQDHISGTYLLTHTNPK F 4 2738.4028 2738.3957 -0.0071 0 -2.60 4.141 0.362 0 1 40 144 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R FGENIIGAIQDHISGTYLLTHTNPK F 4 2738.4028 2738.4050 0.0022 0 0.79 3.962 0.386 0 1 40 144 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R FGENIIGAIQDHISGTYLLTHTNPK F 4 2738.4028 2738.4030 0.0002 0 0.07 4.148 0.464 0 1 47 144 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R FGENIIGAIQDHISGTYLLTHTNPK F 4 2738.4028 2738.4018 -0.0010 0 -0.37 4.055 0.313 0.1 1 40 144 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9980 K FNETQALDLLR A 2 1318.6881 1317.9854 -0.7027 1 225.47 2.967 0.31 0 1 16 20 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 K HEKPTTYYEVQDVLASDYPER I 3 2539.1867 2539.1942 0.0075 0 2.93 4.668 0.44 0 1 27 80 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9111 K HEKPTTYYEVQDVLASDYPER I 3 2539.1867 2539.1889 0.0021 0 0.84 2.183 0.022 1.4 1 25 80 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R ILVNEVSALAMR S 2 1314.7329 1314.7340 0.0011 0 0.81 3.547 0.51 0 1 19 22 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9999 R ILVNEVSALAMR S 2 1314.7329 1314.7323 -0.0007 0 -0.49 2.285 0.331 0.1 1 15 22 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9213 R ILVNEVSALAMR S 3 1314.7329 1314.7282 -0.0048 0 -3.62 2.024 0.072 4.1 15 18 44 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9705 K LMPSDIRDWFEDIPDEDIEVLGMKPAR S 4 3186.5365 3186.5429 0.0064 0 2.01 1.743 0.003 7.2 1 40 156 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9678 K LMPSDIRDWFEDIPDEDIEVLGMKPAR S 4 3202.5365 3203.5309 0.9944 -1.0034 -2.80 1.617 0.059 8.9 1 44 156 2 1 1 LM[147]PSDIRDWFEDIPDEDIEVLGMKPAR
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R MSIMAHEVVVMPYK T 3 1633.8030 1634.7982 0.9951 -1.0034 -5.02 3.238 0.283 0 1 23 52 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R SEDDLTHKLVDIIR I 3 1652.8733 1652.8744 0.0010 0 0.62 3.632 0.377 0 1 27 52 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R SEDDLTHKLVDIIR I 4 1652.8733 1652.8734 0.0000 0 0.02 3.327 0.298 0 1 32 78 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R SEDDLTHKLVDIIR I 3 1652.8733 1652.8742 0.0008 0 0.51 3.786 0.399 0 2 28 52 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 1 R SEDDLTHKLVDIIR I 4 1652.8733 1652.8740 0.0006 0 0.39 2.627 0.293 0 1 38 78 2 1 1



Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9997 R TQDLGRDLNDVTK A 2 1473.7423 1473.7420 -0.0003 0 -0.19 2.969 0.316 0.1 1 17 24 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9986 R TVDETLEMKIMQTLGK A 2 1835.9372 1836.8558 0.9186 -1.0034 -46.17 3.804 0.245 0 1 20 30 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9991 R YVSNGPEAHPGANYVK R 3 1701.8111 1701.8122 0.0011 0 0.64 2.114 0.234 0.2 1 29 60 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9887 R YVSNGPEAHPGANYVK R 2 1701.8111 1701.8134 0.0023 0 1.37 1.985 0.144 1.1 1 13 30 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6) rpoA rrnAC2428 969 28.6 15 34 0.9589 R YVSNGPEAHPGANYVK R 2 1701.8111 1701.8177 0.0066 0 3.88 2.212 0.057 0.3 3 13 30 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R ADVGLVVNIVR S 2 1153.6819 1153.6815 -0.0004 0 -0.37 3.156 0.261 0 1 19 20 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R ADVGLVVNIVR S 2 1153.6819 1153.6841 0.0021 0 1.85 3.242 0.271 0 1 19 20 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R ADVGLVVNIVR S 2 1153.6819 1153.6841 0.0021 0 1.85 2.783 0.294 0 1 18 20 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R ADVGLVVNIVR S 2 1153.6819 1153.6839 0.0020 0 1.74 3.238 0.305 0 1 19 20 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9998 M AESSLLSALHDFRDR S 3 1715.8591 1715.8601 0.0009 0 0.55 2.929 0.451 0 1 23 56 1 1 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9966 M AESSLLSALHDFRDR S 3 1715.8591 1715.8604 0.0013 0 0.76 2.928 0.345 0 1 27 56 1 1 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9843 M AESSLLSALHDFRDR S 4 1715.8591 1715.8621 0.0030 0 1.75 1.792 0.222 1.5 1 30 84 1 1 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9473 M AESSLLSALHDFRDR S 4 1715.8591 1715.8613 0.0022 0 1.25 1.669 0.173 3.3 1 32 84 1 1 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9419 M AESSLLSALHDFRDR S 4 1715.8591 1715.8614 0.0023 0 1.32 1.827 0.165 4 1 26 84 1 1 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K ALGYTAAPLVLFSAFGYALDR L 3 2215.1677 2215.1782 0.0104 0 4.72 3.653 0.396 0 1 34 80 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K ALGYTAAPLVLFSAFGYALDR L 2 2215.1677 2215.1854 0.0177 0 7.98 5.024 0.531 0 1 25 40 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K ALGYTAAPLVLFSAFGYALDR L 2 2215.1677 2215.1810 0.0133 0 6.00 5.169 0.545 0 1 26 40 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K ALGYTAAPLVLFSAFGYALDR L 3 2215.1677 2215.1739 0.0061 0 2.77 4.481 0.49 0 1 38 80 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K ALGYTAAPLVLFSAFGYALDR L 2 2215.1677 2215.1859 0.0182 0 8.20 5.644 0.578 0 1 28 40 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K ALGYTAAPLVLFSAFGYALDR L 3 2215.1677 2215.1680 0.0003 0 0.12 5.428 0.52 0 1 42 80 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K ALGYTAAPLVLFSAFGYALDR L 3 2215.1677 2215.1735 0.0058 0 2.60 4.884 0.527 0 1 37 80 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K ALGYTAAPLVLFSAFGYALDR L 2 2215.1677 2216.1854 1.0177 -1.0034 6.49 5.743 0.589 0 1 26 40 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9636 R GDAYDADDAYVKEDR G 3 1701.7118 1701.7146 0.0028 0 1.64 1.804 0.176 2.6 1 21 56 2 1 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R LPVAIVGGLLPLTALLFR K 2 1862.1757 1862.1801 0.0044 0 2.38 5.164 0.386 0 1 25 34 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R LPVAIVGGLLPLTALLFR K 3 1862.1757 1862.1690 -0.0067 0 -3.60 3.571 0.378 0 3 24 68 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R LPVAIVGGLLPLTALLFR K 3 1862.1757 1862.1751 -0.0007 0 -0.35 4.032 0.377 0 1 32 68 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R LPVAIVGGLLPLTALLFR K 2 1862.1757 1862.1804 0.0047 0 2.51 5.418 0.409 0 1 25 34 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R LPVAIVGGLLPLTALLFR K 2 1862.1757 1862.1769 0.0011 0 0.61 5.156 0.436 0 1 26 34 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R LPVAIVGGLLPLTALLFR K 2 1862.1757 1862.1718 -0.0039 0 -2.08 5.309 0.415 0 1 26 34 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 R LPVAIVGGLLPLTALLFR K 3 1862.1757 1862.1784 0.0026 0 1.42 3.893 0.342 0 1 33 68 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9887 R LPVAIVGGLLPLTALLFR K 3 1862.1757 1862.1682 -0.0076 0 -4.06 2.504 0.129 1.2 7 23 68 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9886 R LPVAIVGGLLPLTALLFR K 3 1862.1757 1863.2041 1.0284 -1.0034 13.45 2.77 0.198 0.4 69 22 68 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9987 K MLVLPNGYRDAVGFLR T 3 1819.9767 1819.9786 0.0019 0 1.03 2.78 0.29 0.1 82 17 60 2 1 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9592 R TKYGSNDMTVWVHESYGREPNG - 3 2542.1234 2542.3582 0.2347 0 92.34 2.506 0.201 1 143 22 84 2 2 1 TKYGSNDM[147]TVWVHESYGREPNG

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9955 R VVGQYSEWFSPASEK A 2 1712.8046 1710.8843 -1.9204 2 46.49 3.764 0.275 0 1 17 28 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 0.9305 K YGSNDMTVWVHESYGR E 3 1899.8210 1899.8216 0.0005 0 0.28 2.253 0.056 2.2 8 20 60 2 0 1

Q5V293_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase (EC 2.4.1.-)(EC
2.4.1.109) dpm5 rrnAC1432 665 20.3 12 34 1 K YGSNDMTVWVHESYGREPNG - 3 2296.9807 2296.9852 0.0045 0 1.94 4.944 0.519 0 1 31 76 2 1 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R EINSGLRDLLAEDGFDSVEDAVGADL - 2 2719.2824 2719.2889 0.0065 0 2.39 5.042 0.544 0 1 24 50 2 1 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R AGASLVQLYTGLVYR G 2 1609.8828 1609.8874 0.0046 0 2.86 4.062 0.576 0 1 20 28 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R AGASLVQLYTGLVYR G 2 1609.8828 1609.8872 0.0044 0 2.71 4.055 0.576 0 1 22 28 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 0.9994 R AGASLVQLYTGLVYR G 3 1609.8828 1609.8874 0.0046 0 2.85 2.11 0.34 0.5 166 19 56 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R DAMEAILSELQDAGAAPLLVK L 3 2154.1242 2154.1241 -0.0001 0 -0.05 4.97 0.501 0 1 31 80 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R DAMEAILSELQDAGAAPLLVK L 3 2154.1242 2154.1276 0.0034 0 1.56 5.054 0.496 0 1 35 80 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R DAMEAILSELQDAGAAPLLVK L 2 2154.1242 2154.1241 -0.0001 0 -0.05 3.955 0.555 0 1 24 40 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R DAMEAILSELQDAGAAPLLVK L 3 2154.1242 2154.1316 0.0074 0 3.43 4.503 0.425 0 1 30 80 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 0.9998 R DAMEAILSELQDAGAAPLLVK L 2 2154.1242 2154.1339 0.0097 0 4.48 3.415 0.167 0 1 20 40 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 0.9993 R DAMEAILSELQDAGAAPLLVK L 2 2154.1242 2154.1302 0.0060 0 2.78 2.483 0.303 0.1 27 12 40 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R EINSGLRDLLAEDGFDSVEDAVGADL - 2 2719.2824 2720.2854 1.0030 -1.0034 -0.12 4.84 0.516 0 1 22 50 2 1 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R LAVEAFGHTFDNPVGVAAGFDK N 3 2261.1117 2261.1178 0.0060 0 2.67 4.136 0.395 0 1 33 84 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R LAVEAFGHTFDNPVGVAAGFDK N 3 2261.1117 2261.1181 0.0064 0 2.83 5.453 0.438 0 1 41 84 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R LAVEAFGHTFDNPVGVAAGFDK N 2 2261.1117 2261.1251 0.0134 0 5.91 6.32 0.614 0 1 28 42 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R LKADEAIINR M 2 1141.6455 1141.6460 0.0004 0 0.39 3.277 0.336 0 1 17 18 2 1 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 0.9996 R LKADEAIINR M 2 1141.6455 1141.6458 0.0003 0 0.28 2.746 0.291 0.1 1 17 18 2 1 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 0.9993 R LKADEAIINR M 2 1141.6455 1142.5860 0.9405 -1.0034 -55.04 3.216 0.29 0 1 17 18 2 1 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 0.9979 R LKADEAIINR M 2 1141.6455 1141.6447 -0.0008 0 -0.68 2.816 0.183 0.1 1 16 18 2 1 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 4 4132.1063 4134.1309 2.0246 -2.0067 4.32 4.543 0.357 0 1 44 228 2 0 1



PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 3 4132.1063 4134.1282 2.0218 -2.0067 3.67 4.223 0.538 0 1 40 152 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 4 4132.1063 4134.1309 2.0246 -2.0067 4.32 5.048 0.339 0 1 45 228 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 3 4132.1063 4132.1299 0.0236 0 5.71 3.838 0.456 0 1 39 152 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 3 4132.1063 4133.1348 1.0285 -1.0034 6.08 4.423 0.579 0 1 41 152 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 3 4132.1063 4132.1251 0.0188 0 4.55 4.207 0.488 0 1 42 152 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 3 4132.1063 4134.1282 2.0218 -2.0067 3.67 3.649 0.434 0 1 38 152 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 4 4132.1063 4132.1340 0.0277 0 6.69 4.565 0.339 0.1 6 40 228 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 0.9999 K LSPDLPEPAVEDALDLVTELDLDGVVATNTTTERPASLR S 4 4132.1063 4134.1309 2.0246 -2.0067 4.32 3.745 0.245 0.4 2 42 228 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 - MRPYDIAKPFLFSLPAETANK S 3 2408.2562 2408.2686 0.0124 0 5.15 5.411 0.472 0 1 37 80 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 - MRPYDIAKPFLFSLPAETANK S 3 2408.2562 2408.2538 -0.0024 0 -1.00 5.269 0.409 0 1 37 80 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K NATIPETLASLGFGFAEVGGVTAEPQAGNARPR M 3 3297.6742 3297.6758 0.0016 0 0.48 3.938 0.564 0 1 42 128 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 K NATIPETLASLGFGFAEVGGVTAEPQAGNARPR M 3 3297.6742 3297.6861 0.0118 0 3.59 3.663 0.53 0 1 40 128 2 0 1

PYRD_HALMAReview 1 Dihydroorotate dehydrogenase (EC 1.3.3.1) (Dihydroorotate
oxidase)(DHOdehase) (DHODase) (DHOD) pyrD rrnAC2969 350 64.9 10 33 1 R SPNAVETGGLSGKPIENQATEMVR F 3 2500.2278 2500.2242 -0.0036 0 -1.45 5.038 0.497 0 1 34 92 2 0 1 SPNAVETGGLSGKPIENQATEM[147]VR

Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 D PFNDFSKDQIEDFQNSDAQPPSVAHGLAAPPAVK S 4 3636.7485 3636.7590 0.0105 0 2.88 6.3 0.503 0 1 54 198 1 1 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K DAAQPAGNYVTVPLNIHR I 2 1934.9962 1935.0036 0.0074 0 3.83 4.331 0.541 0 1 21 34 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K DAAQPAGNYVTVPLNIHR I 2 1934.9962 1935.0049 0.0086 0 4.46 3.752 0.496 0 1 16 34 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 0.9998 K DAAQPAGNYVTVPLNIHR I 3 1934.9962 1934.9996 0.0034 0 1.74 2.539 0.263 0.1 2 27 68 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 0.9996 K DAAQPAGNYVTVPLNIHR I 3 1934.9962 1934.9970 0.0008 0 0.42 2.304 0.268 0.3 2 27 68 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 0.9984 K DAAQPAGNYVTVPLNIHR I 3 1934.9962 1934.9994 0.0032 0 1.65 2.165 0.223 0.3 2 29 68 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 0.9918 K DAAQPAGNYVTVPLNIHR I 3 1934.9962 1934.9967 0.0004 0 0.23 1.776 0.222 0.5 6 25 68 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K DIGDSVWSENSMEDAYLQGVK D 2 2342.0372 2342.0465 0.0093 0 3.95 3.65 0.226 0.1 1 22 40 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K DIGDSVWSENSMEDAYLQGVK D 2 2342.0372 2342.0401 0.0029 0 1.24 5.237 0.503 0 1 25 40 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K DIGDSVWSENSMEDAYLQGVK D 2 2342.0372 2342.0458 0.0085 0 3.64 5.49 0.481 0 1 25 40 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K DIGDSVWSENSMEDAYLQGVK D 3 2342.0372 2342.0473 0.0100 0 4.29 4.748 0.437 0 1 35 80 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K DQIEDFQNSDAQPPSVAHGLAAPPAVK S 3 2801.3620 2802.3682 1.0061 -1.0034 1.00 4.428 0.416 0 1 35 104 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K EQHPDVPFDENLIAGGAGDNLQANIR T 3 2789.3369 2789.3408 0.0039 0 1.38 6.091 0.467 0 1 44 100 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K EQHPDVPFDENLIAGGAGDNLQANIR T 3 2789.3369 2789.3421 0.0051 0 1.84 6.526 0.421 0 1 44 100 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K EQHPDVPFDENLIAGGAGDNLQANIR T 3 2789.3369 2789.3457 0.0088 0 3.16 5.858 0.425 0 1 40 100 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K EQHPDVPFDENLIAGGAGDNLQANIR T 3 2789.3369 2789.3477 0.0108 0 3.88 6.325 0.465 0 1 43 100 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 0.9940 K EQHPDVPFDENLIAGGAGDNLQANIR T 4 2789.3369 2789.3374 0.0004 0 0.15 3.394 0.046 1.3 2 39 150 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 0.9971 Q PPSVAHGLAAPPAVK S 2 1410.7983 1412.6854 1.8871 -2.0067 -84.76 3.352 0.385 0 1 22 28 1 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K SSLESAISSLNSGAAPADVVSQISNAY - 2 2637.2769 2637.2816 0.0047 0 1.77 5.311 0.638 0 1 27 52 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K SSLESAISSLNSGAAPADVVSQISNAY - 2 2637.2769 2637.2870 0.0100 0 3.81 4.459 0.556 0 1 22 52 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K SSLESAISSLNSGAAPADVVSQISNAY - 3 2637.2769 2638.2982 1.0212 -1.0034 6.79 4.557 0.432 0 1 29 104 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K SSLESAISSLNSGAAPADVVSQISNAY - 2 2637.2769 2637.2872 0.0103 0 3.90 5.215 0.544 0 1 24 52 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K SSLESAISSLNSGAAPADVVSQISNAY - 3 2637.2769 2637.2799 0.0030 0 1.14 4.203 0.426 0 1 33 104 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K SSLESAISSLNSGAAPADVVSQISNAY - 3 2637.2769 2637.2765 -0.0005 0 -0.18 3.624 0.361 0 1 30 104 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K SSLESAISSLNSGAAPADVVSQISNAY - 3 2637.2769 2637.2733 -0.0036 0 -1.36 4.029 0.487 0 1 33 104 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 K SSLESAISSLNSGAAPADVVSQISNAY - 2 2637.2769 2637.2794 0.0025 0 0.94 5.261 0.598 0 1 24 52 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 R VQNGNHPSTWQAWPGNNLMPFTDANLLK D 3 3149.5141 3150.5182 1.0040 -1.0034 0.22 5.147 0.407 0 1 33 108 2 0 1
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 1 R VQNGNHPSTWQAWPGNNLMPFTDANLLK D 3 3165.5141 3165.5304 0.0163 0 5.15 4.135 0.352 0.1 1 38 108 2 0 1 VQNGNHPSTWQAWPGNNLM[147]PFTDANLLK
Q5V3L2_HALMA 1 Hypothetical protein rrnAC0915 rrnAC0915 458 36.5 10 33 0.9974 R VQNGNHPSTWQAWPGNNLMPFTDANLLK D 3 3149.5141 3151.4782 1.9640 -2.0067 -13.54 3.725 0.153 0.3 3 27 108 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9953 K LQLNLNQWYNQDDRWQR E 3 2289.1039 2289.1054 0.0015 0 0.66 2.682 0.212 0.1 9 21 64 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9690 R ARDDDDSPLILR R 3 1384.6946 1384.6982 0.0035 0 2.56 2.91 0.088 0.3 9 21 44 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R ARDDDDSPLILRR D 3 1540.7957 1540.7968 0.0011 0 0.68 3.205 0.385 0 3 23 48 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R DFDSTDGETASLHFLALQR R 3 2121.9967 2121.9997 0.0030 0 1.41 3.06 0.304 0 1 30 72 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R DGPPNEDDRDQVETALR G 3 1925.8715 1925.8725 0.0010 0 0.52 3.643 0.435 0 1 29 64 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R DGPPNEDDRDQVETALR G 3 1925.8715 1925.8725 0.0010 0 0.52 3.08 0.451 0 1 29 64 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9999 R DGPPNEDDRDQVETALR G 3 1925.8715 1925.8720 0.0004 0 0.23 2.911 0.298 0.2 1 27 64 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9999 R EAMNGTDVTEQSAVGQR N 2 1791.8057 1792.7942 0.9884 -1.0034 -8.32 3.167 0.352 0 1 18 32 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9622 D GETASLHFLALQR R 2 1441.7677 1442.0654 0.2977 0 206.50 2.355 0.244 0.2 1 16 24 1 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 K KNQASEDRVTIQSGPFAGGTTQHISK L 4 2756.3841 2757.3828 0.9986 -1.0034 -1.71 4.418 0.415 0 1 50 150 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9998 K KNQASEDRVTIQSGPFAGGTTQHISK L 4 2756.3841 2757.3793 0.9952 -1.0034 -2.95 3.393 0.252 0.3 1 44 150 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R NNNGILQYIR T 2 1203.6360 1203.6454 0.0094 0 7.83 2.806 0.305 0 1 16 18 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R NNNGILQYIR T 2 1203.6360 1203.6454 0.0094 0 7.83 2.868 0.386 0 1 16 18 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 K NQASEDRVTIQSGPFAGGTTQHISK L 3 2628.2892 2628.2924 0.0032 0 1.20 7.01 0.437 0 1 46 96 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 K NQASEDRVTIQSGPFAGGTTQHISK L 3 2628.2892 2629.2982 1.0089 -1.0034 2.13 6.073 0.316 0 1 39 96 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 K NQASEDRVTIQSGPFAGGTTQHISK L 4 2628.2892 2628.2909 0.0017 0 0.64 4.273 0.281 0 1 44 144 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 K NQASEDRVTIQSGPFAGGTTQHISK L 4 2628.2892 2628.2924 0.0032 0 1.22 3.708 0.302 0.1 1 48 144 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9999 K NQASEDRVTIQSGPFAGGTTQHISK L 4 2628.2892 2629.2909 1.0017 -1.0034 -0.64 3.977 0.266 0.1 1 46 144 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9969 K NQASEDRVTIQSGPFAGGTTQHISK L 4 2628.2892 2628.2919 0.0027 0 1.03 2.379 0.115 1.3 2 43 144 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9991 R QHAWNEALPR D 3 1220.6050 1220.6072 0.0022 0 1.78 2.598 0.172 0.2 3 22 36 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9990 R QHAWNEALPR D 3 1220.6050 1220.6066 0.0016 0 1.33 2.792 0.179 0.3 16 18 36 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9944 R QHAWNEALPR D 3 1220.6050 1220.6079 0.0029 0 2.38 2.59 0.107 1 5 19 36 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9981 R QHAWNEALPRDDHGNVVAPSHR V 5 2505.2010 2505.1986 -0.0024 0 -0.97 2.276 0.098 2.8 1 44 168 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9671 R QHAWNEALPRDDHGNVVAPSHR V 4 2505.2010 2505.1926 -0.0085 0 -3.37 2.067 0.017 2 2 36 126 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R RDFDSTDGETASLHFLALQR R 3 2278.0978 2278.1057 0.0079 0 3.47 5.892 0.562 0 1 38 76 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9649 K STLNGVDQPDATLTDVFSIADRR T 3 2490.2350 2491.2682 1.0331 -1.0034 11.97 2.199 0.136 0.7 1 27 88 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R TGFIGDGLPAENADDAEGVPADKVPEDAPLFMGFK S 3 3589.6923 3589.6975 0.0052 0 1.45 4.662 0.5 0 1 36 136 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R TGFIGDGLPAENADDAEGVPADKVPEDAPLFMGFK S 3 3589.6923 3589.7063 0.0140 0 3.90 4.978 0.487 0 1 39 136 2 1 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R VLLYLNYR R 2 1052.6018 1052.6056 0.0037 0 3.55 3.084 0.244 0 1 13 14 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 1 R VLLYLNYR R 2 1052.6018 1052.6047 0.0029 0 2.74 2.713 0.357 0 1 13 14 2 0 1
Q5V746_HALMA 1 Hypothetical protein pNG6088 pNG6088 435 47.6 16 33 0.9997 R VLLYLNYR R 2 1052.6018 1052.6054 0.0036 0 3.44 2.157 0.26 0.1 1 12 14 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9849 R NGDSDIVMVHAR G 3 1312.6194 1313.6033 0.9838 -1.0034 -14.86 2.425 0.116 0.3 1 24 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 1 R GLEDDFMR N 2 981.4226 981.4226 0.0000 0 0.02 2.227 0.344 0 1 12 14 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 1 R GLEDDFMR N 2 981.4226 981.4236 0.0010 0 1.01 2.224 0.341 0 1 13 14 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9999 R GLEDDFMR N 2 981.4226 981.4228 0.0002 0 0.20 2.184 0.341 0 1 12 14 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9999 R GLEDDFMR N 2 981.4226 981.4237 0.0011 0 1.14 2.238 0.278 0 1 12 14 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9997 R GLEDDFMR N 2 997.4226 997.4184 -0.0042 0 -4.20 2.533 0.186 0.3 1 13 14 2 0 1 GLEDDFM[147]R
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9989 R GLEDDFMR N 2 997.4226 997.4184 -0.0043 0 -4.26 2.183 0.173 0.1 1 13 14 2 0 1 GLEDDFM[147]R
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9964 R GLEDDFMR N 2 997.4226 997.4173 -0.0054 0 -5.37 2.035 0.159 0.1 2 12 14 2 0 1 GLEDDFM[147]R
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9956 R GLEDDFMR N 1 981.4226 981.4246 0.0020 0 2.02 1.758 0.203 0.4 3 7 14 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9779 R GLEDDFMR N 1 981.4226 981.4227 0.0001 0 0.09 1.526 0.135 1.1 4 7 14 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 1 R NGDSDIVMVHAR G 2 1312.6194 1312.6170 -0.0024 0 -1.82 3.959 0.506 0 1 19 22 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 1 R NGDSDIVMVHAR G 3 1312.6194 1313.7079 1.0885 -1.0034 64.86 2.938 0.311 0.5 1 23 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 1 R NGDSDIVMVHAR G 3 1312.6194 1312.6241 0.0047 0 3.57 2.77 0.325 0.2 1 24 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 1 R NGDSDIVMVHAR G 3 1312.6194 1312.6212 0.0018 0 1.33 2.905 0.324 0 1 26 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 1 R NGDSDIVMVHAR G 2 1312.6194 1312.6187 -0.0007 0 -0.52 3.893 0.484 0 1 18 22 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 1 R NGDSDIVMVHAR G 2 1312.6194 1312.6180 -0.0014 0 -1.07 3.908 0.185 0.2 1 18 22 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9999 R NGDSDIVMVHAR G 3 1312.6194 1312.6282 0.0087 0 6.66 2.72 0.222 0.3 1 23 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9999 R NGDSDIVMVHAR G 2 1312.6194 1313.6025 0.9831 -1.0034 -15.44 3.32 0.302 0 1 19 22 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9999 R NGDSDIVMVHAR G 2 1312.6194 1313.6047 0.9853 -1.0034 -13.76 3.44 0.307 0 1 18 22 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9995 R NGDSDIVMVHAR G 2 1312.6194 1313.6063 0.9869 -1.0034 -12.55 2.921 0.244 0.1 1 18 22 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9990 R NGDSDIVMVHAR G 3 1312.6194 1313.6071 0.9877 -1.0034 -11.93 2.987 0.231 0.4 28 20 44 2 0 1



Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9990 R NGDSDIVMVHAR G 2 1312.6194 1313.6047 0.9853 -1.0034 -13.76 2.763 0.229 0.1 1 18 22 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9989 R NGDSDIVMVHAR G 3 1312.6194 1312.6219 0.0025 0 1.89 3.061 0.112 0.7 1 25 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9984 R NGDSDIVMVHAR G 3 1312.6194 1313.6053 0.9859 -1.0034 -13.33 2.714 0.217 0.5 9 20 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9976 R NGDSDIVMVHAR G 3 1312.6194 1313.6099 0.9905 -1.0034 -9.77 2.53 0.216 1.1 7 20 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9975 R NGDSDIVMVHAR G 3 1312.6194 1313.6058 0.9864 -1.0034 -12.91 2.216 0.214 1 1 24 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9889 R NGDSDIVMVHAR G 3 1312.6194 1313.6058 0.9864 -1.0034 -12.91 2.437 0.148 0.1 3 21 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9883 R NGDSDIVMVHAR G 3 1312.6194 1313.6056 0.9862 -1.0034 -13.05 2.764 0.092 0.2 1 27 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9802 R NGDSDIVMVHAR G 3 1312.6194 1313.6056 0.9862 -1.0034 -13.05 2.717 0.074 0.2 1 27 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9767 R NGDSDIVMVHAR G 3 1312.6194 1313.6036 0.9842 -1.0034 -14.59 2.485 0.103 0.3 2 22 44 2 0 1
Q5UXP0_HALMA 1 Molybdate transport protein rrnAC3267 rrnAC3267 320 6.2 4 32 0.9720 R NGDSDIVMVHAR G 3 1312.6194 1312.6246 0.0051 0 3.92 2.31 0.079 1.1 6 19 44 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPA D 2 1711.8013 1711.8005 -0.0008 0 -0.47 4.318 0.605 0 1 25 36 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPA D 2 1711.8013 1711.8043 0.0030 0 1.74 4.548 0.581 0 1 25 36 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPA D 2 1711.8013 1711.8058 0.0044 0 2.59 3.613 0.504 0 1 20 36 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPA D 2 1711.8013 1711.8004 -0.0009 0 -0.55 4.419 0.63 0 1 25 36 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPA D 2 1711.8013 1711.8015 0.0002 0 0.10 4.347 0.586 0 1 26 36 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 0.9925 R SHGVLDGAAETTGTGATPA D 2 1711.8013 1711.8015 0.0002 0 0.10 3.639 0.187 0 1 23 36 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 0.9852 R SHGVLDGAAETTGTGATPA D 2 1711.8013 1711.8043 0.0030 0 1.74 3.465 0.167 0 1 22 36 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPAD D 2 1826.8282 1826.8304 0.0022 0 1.20 4.946 0.547 0 1 26 38 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPAD D 2 1826.8282 1826.8260 -0.0022 0 -1.20 4.487 0.55 0 1 25 38 1 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1941.8598 0.0046 0 2.38 4.39 0.375 0 1 24 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1941.8530 -0.0022 0 -1.14 5.098 0.619 0 1 26 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1942.8654 1.0102 -1.0034 3.54 3.831 0.479 0 1 20 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1941.8454 -0.0098 0 -5.03 3.057 0.38 0 1 17 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1941.8530 -0.0022 0 -1.14 5.128 0.463 0 1 25 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1942.8654 1.0102 -1.0034 3.54 4.253 0.548 0 1 21 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1941.8543 -0.0009 0 -0.45 5.099 0.619 0 1 28 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1942.8576 1.0024 -1.0034 -0.48 4.013 0.405 0 1 20 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1941.8598 0.0046 0 2.38 5.093 0.568 0 1 28 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 0.9941 R SHGVLDGAAETTGTGATPADD - 2 1941.8552 1942.9254 1.0702 -1.0034 34.44 2.51 0.29 0.3 34 13 40 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 K VGFGIILLR S 2 986.6277 986.6272 -0.0005 0 -0.50 3.919 0.154 0.1 1 15 16 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 0.9999 K VGFGIILLR S 2 986.6277 986.6298 0.0021 0 2.10 3.33 0.127 0 1 15 16 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 0.9998 K VGFGIILLR S 2 986.6277 986.6278 0.0001 0 0.06 3.094 0.143 0 1 15 16 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 0.9997 K VGFGIILLR S 2 986.6277 986.6286 0.0009 0 0.92 2.944 0.123 0.1 1 15 16 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 2 2626.3683 2626.3751 0.0068 0 2.58 5.42 0.645 0 1 28 44 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 2 2626.3683 2626.3685 0.0002 0 0.07 5.235 0.6 0 1 28 44 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 3 2626.3683 2626.3700 0.0016 0 0.62 5.67 0.533 0 1 35 88 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 3 2626.3683 2628.3982 2.0298 -2.0067 8.81 4.878 0.446 0 1 33 88 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 2 2626.3683 2626.3683 -0.0001 0 -0.02 5.368 0.627 0 1 28 44 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 2 2626.3683 2626.3709 0.0026 0 1.00 4.803 0.425 0 1 24 44 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 3 2626.3683 2626.3701 0.0018 0 0.69 4.811 0.503 0 1 35 88 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 3 2626.3683 2626.3742 0.0058 0 2.22 5.117 0.512 0 1 37 88 2 0 1
Q5UXY6_HALMA 1 Bacteriorhodopsin bop rrnAC3161 250 21.2 5 32 1 R YTDWLFTTPLLLYDLGLLAGADR N 2 2626.3683 2626.3673 -0.0010 0 -0.40 5.05 0.614 0 1 27 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9926 K AAALNHLDIWTRR G 3 1535.8321 1535.8321 -0.0001 0 -0.05 2.216 0.21 0.8 104 15 48 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 K AAALNHLDIWTR R 3 1379.7310 1379.7329 0.0019 0 1.36 3.147 0.41 0 1 25 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9986 R AHEIIEDREGFGK V 3 1499.7368 1499.7369 0.0001 0 0.07 3.04 0.169 0.1 1 30 48 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9982 R AHEIIEDREGFGK V 3 1499.7368 1499.7381 0.0013 0 0.86 2.981 0.164 0.2 1 28 48 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9909 R AHEIIEDREGFGK V 3 1499.7368 1499.7383 0.0015 0 0.99 2.96 0.102 0.2 1 28 48 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9902 R AHEIIEDREGFGK V 3 1499.7368 1499.7358 -0.0010 0 -0.66 2.731 0.12 0.3 1 27 48 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 K ELGADHTINYEETDFASEIRDLTDGR G 4 2966.3530 2966.3574 0.0043 0 1.46 3.522 0.314 0.1 2 33 150 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9999 K ELGADHTINYEETDFASEIRDLTDGR G 4 2966.3530 2966.3561 0.0031 0 1.05 3.897 0.303 0 10 32 150 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9999 K ELGADHTINYEETDFASEIRDLTDGR G 4 2966.3530 2967.3709 1.0179 -1.0034 4.90 3.258 0.279 0.2 1 38 150 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9999 K ELGADHTINYEETDFASEIRDLTDGR G 3 2966.3530 2966.3075 -0.0456 0 -15.36 2.998 0.336 0.1 1 30 100 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2958.4393 2959.4482 1.0088 -1.0034 1.86 5.173 0.574 0 1 49 116 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2958.4393 2958.4517 0.0124 0 4.18 4.264 0.351 0 1 39 116 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2958.4393 2958.4451 0.0058 0 1.95 4.852 0.534 0 1 45 116 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R GVDMVVDHIGAQTWQDSLK S 3 2098.0153 2098.0193 0.0040 0 1.90 5.401 0.472 0 1 35 72 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R GVDMVVDHIGAQTWQDSLK S 3 2098.0153 2098.0215 0.0062 0 2.95 5.305 0.453 0 1 38 72 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R GVDMVVDHIGAQTWQDSLK S 2 2098.0153 2098.0254 0.0101 0 4.83 5.006 0.576 0 1 25 36 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 3 4064.9908 4066.7158 1.7250 -2.0067 -69.29 5.843 0.558 0 1 46 148 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 3 4064.9908 4066.7620 1.7712 -2.0067 -57.94 5.624 0.497 0 1 45 148 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9998 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 4 4064.9908 4065.0004 0.0096 0 2.36 4.021 0.29 0.1 32 36 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R KGDQTLAPDFHIIGEHVR G 2 2032.0490 2032.0528 0.0038 0 1.87 5.062 0.582 0 1 24 34 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R KGDQTLAPDFHIIGEHVR G 4 2032.0490 2032.0516 0.0026 0 1.26 2.811 0.24 0.1 1 42 102 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R KGDQTLAPDFHIIGEHVR G 4 2032.0490 2032.0468 -0.0022 0 -1.08 2.962 0.317 0.1 2 34 102 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R KGDQTLAPDFHIIGEHVR G 4 2032.0490 2032.0507 0.0017 0 0.84 3.101 0.227 0.2 1 40 102 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 1 R KGDQTLAPDFHIIGEHVR G 3 2032.0490 2032.0526 0.0036 0 1.78 4.302 0.391 0 1 36 68 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9999 R KGDQTLAPDFHIIGEHVR G 4 2032.0490 2032.0527 0.0037 0 1.80 3.17 0.205 0 1 40 102 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9885 R KGDQTLAPDFHIIGEHVR G 5 2032.0490 2032.0522 0.0032 0 1.58 2.28 0.116 2.8 7 36 136 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9662 R KGDQTLAPDFHIIGEHVR G 5 2032.0490 2032.0509 0.0018 0 0.91 2.112 0.111 8.6 17 35 136 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9910 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 5 3987.8585 3987.8646 0.0061 0 1.53 3.244 0.207 0.2 1 56 272 1 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9772 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 4 3987.8585 3987.8774 0.0189 0 4.73 3.873 0.184 0.6 1 40 204 1 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5) yfmJ1 rrnAC3026 348 55.2 10 32 0.9154 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 5 3987.8585 3987.8619 0.0033 0 0.84 2.535 0.14 1.4 2 52 272 1 2 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 0.9990 R ELIQTMFR E 2 1036.5375 1037.5254 0.9879 -1.0034 -14.88 2.415 0.233 0.1 1 11 14 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R AAFEGVTVADVMTPADHVTTVADDMSVR E 3 2904.3633 2904.3667 0.0034 0 1.17 5.67 0.504 0 1 49 108 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R AAFEGVTVADVMTPADHVTTVADDMSVR E 3 2920.3633 2920.3784 0.0151 0 5.16 4.49 0.422 0 1 36 108 2 0 1 AAFEGVTVADVMTPADHVTTVADDM[147]SVR
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R AAFEGVTVADVMTPADHVTTVADDMSVR E 3 2936.3633 2936.3468 -0.0165 0 -5.62 3.796 0.38 0 1 30 108 2 0 1 AAFEGVTVADVM[147]TPADHVTTVADDM[147]SVR
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R AAFEGVTVADVMTPADHVTTVADDMSVR E 3 2904.3633 2904.3766 0.0133 0 4.57 5.194 0.555 0 1 43 108 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R AAFEGVTVADVMTPADHVTTVADDMSVRELIQTMFR E 4 3922.8903 3922.9235 0.0332 0 8.46 4.104 0.365 0 1 48 210 2 1 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R AAFEGVTVADVMTPADHVTTVADDMSVRELIQTMFR E 4 3922.8903 3924.8909 2.0006 -2.0067 -1.56 4.291 0.399 0 1 48 210 2 1 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 0.9996 R ELIQTMFR E 2 1036.5375 1036.5384 0.0009 0 0.87 2.169 0.235 0 1 12 14 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 0.9996 R ELIQTMFR E 2 1036.5375 1036.5377 0.0002 0 0.16 2.157 0.232 0.1 1 12 14 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 0.9987 R ELIQTMFR E 2 1036.5375 1036.5370 -0.0006 0 -0.54 2.071 0.187 0.1 1 12 14 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R LLVTDEDGSFEGLLTR S 2 1763.8941 1763.8972 0.0031 0 1.74 4.665 0.539 0 1 26 30 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R LLVTDEDGSFEGLLTR S 2 1763.8941 1763.8984 0.0043 0 2.43 4.817 0.542 0 1 26 30 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R LLVTDEDGSFEGLLTR S 2 1763.8941 1763.8977 0.0036 0 2.02 4.225 0.548 0 1 24 30 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 0.9389 R LLVTDEDGSFEGLLTR S 3 1763.8941 1765.6582 1.7640 -2.0067 -137.57 2.849 0.066 0.1 8 22 60 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SDIMTALSIIK S 2 1206.6580 1206.6527 -0.0053 0 -4.43 3.634 0.371 0 1 18 20 2 0 1 SDIM[147]TALSIIK
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SDIMTALSIIK S 2 1190.6580 1190.6599 0.0019 0 1.56 3.478 0.421 0 1 18 20 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SDIMTALSIIK S 2 1190.6580 1190.6614 0.0033 0 2.79 3.22 0.38 0 1 17 20 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SDIMTALSIIK S 2 1190.6580 1190.6601 0.0021 0 1.77 3.37 0.419 0 1 18 20 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SDIMTALSIIK S 2 1190.6580 1190.6601 0.0021 0 1.77 3.17 0.413 0 1 18 20 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 0.9982 R SDIMTALSIIK S 2 1190.6580 1190.6593 0.0013 0 1.05 3.111 0.038 0.5 1 17 20 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SGEVVGLVTLEDAR A 2 1443.7569 1443.7593 0.0023 0 1.61 3.95 0.426 0 1 22 26 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SGEVVGLVTLEDAR A 2 1443.7569 1443.7595 0.0026 0 1.78 4.038 0.43 0 1 21 26 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SGEVVGLVTLEDAR A 2 1443.7569 1443.7594 0.0024 0 1.70 3.939 0.431 0 1 21 26 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SGEVVGLVTLEDAR A 2 1443.7569 1443.7607 0.0038 0 2.63 3.989 0.441 0 1 22 26 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 R SGEVVGLVTLEDAR A 2 1443.7569 1443.7654 0.0085 0 5.90 3.386 0.372 0 1 20 26 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 K SSSDYTAIGESETETVRPESR I 3 2300.0404 2300.0421 0.0017 0 0.74 3.502 0.447 0 1 35 80 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 K SSSDYTAIGESETETVRPESR I 3 2300.0404 2300.0440 0.0035 0 1.54 4.068 0.501 0 1 37 80 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 K SSSDYTAIGESETETVRPESR I 3 2300.0404 2300.0412 0.0008 0 0.35 4.53 0.539 0 1 38 80 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 1 K SSSDYTAIGESETETVRPESR I 3 2300.0404 2300.0401 -0.0003 0 -0.13 3.384 0.489 0 1 36 80 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 0.9935 K SSSDYTAIGESETETVRPESR I 2 2300.0404 2301.0438 1.0034 -1.0034 0.01 2.313 0.219 0.5 1 14 40 2 0 1
Q5UYY6_HALMA 1 Hypothetical protein rrnAC2755 rrnAC2755 418 23.4 7 31 0.9895 K SSSDYTAIGESETETVRPESR I 2 2300.0404 2300.0499 0.0095 0 4.12 2.324 0.127 0.9 4 13 40 2 0 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9999 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 4 3221.4246 3221.4265 0.0018 0 0.57 2.893 0.225 0.5 1 40 168 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 4 3221.4246 3221.4245 -0.0001 0 -0.04 3.516 0.301 0.1 1 36 168 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 3 3221.4246 3221.4322 0.0075 0 2.34 4.553 0.417 0 1 28 112 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9998 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 4 3221.4246 3221.4289 0.0043 0 1.33 3.141 0.244 0.6 3 37 168 2 2 1



Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9993 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 5 3221.4246 3221.4217 -0.0029 0 -0.89 2.173 0.163 2.7 1 55 224 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9956 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 5 3221.4246 3222.4279 1.0033 -1.0034 -0.02 2.972 0.103 0.2 1 51 224 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9949 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 5 3221.4246 3222.4136 0.9890 -1.0034 -4.46 2.262 0.123 2.7 1 51 224 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9915 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 4 3221.4246 3222.4109 0.9863 -1.0034 -5.30 2.39 0.102 4.2 1 39 168 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9853 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 5 3221.4246 3222.4136 0.9890 -1.0034 -4.46 2.405 0.184 0.9 11 47 224 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9743 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 5 3221.4246 3221.4163 -0.0084 0 -2.60 2.404 0.076 1.4 10 47 224 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9473 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 4 3221.4246 3222.4326 1.0079 -1.0034 1.42 2.582 0.089 1.3 6 34 168 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9422 R ARESEPDRDGPAGDYQRPSESYGHSTETK G 3 3221.4246 3223.4482 2.0235 -2.0067 5.23 2.688 0.135 0.8 1 26 112 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9748 R ARESEPDRDGPAGDYQRPSESYGHSTETKGGVENE - 5 3806.6640 3806.6686 0.0046 0 1.21 2.86 0.043 3.5 1 58 272 2 3 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R DGPAGDYQRPSESYGHSTETK G 3 2280.9883 2280.9823 -0.0060 0 -2.63 3.327 0.3 0 1 31 80 2 0 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R DGPAGDYQRPSESYGHSTETK G 3 2280.9883 2280.9882 -0.0001 0 -0.06 4.162 0.418 0 1 29 80 2 0 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R DGPAGDYQRPSESYGHSTETK G 3 2280.9883 2280.9928 0.0044 0 1.94 5.233 0.46 0 1 35 80 2 0 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9574 R DGPAGDYQRPSESYGHSTETK G 3 2280.9883 2280.9902 0.0019 0 0.82 2.024 0.14 0.6 21 22 80 2 0 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2994.2949 0.0085 0 2.85 3.831 0.49 0 1 47 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ESEPDRDGPAGDYQRPSESYGHSTETK G 3 2994.2863 2994.2916 0.0053 0 1.78 3.81 0.348 0 1 26 104 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2994.2844 -0.0020 0 -0.65 3.513 0.384 0 1 46 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2994.2885 0.0022 0 0.73 4.056 0.535 0 1 50 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2994.2910 0.0046 0 1.55 4.168 0.449 0 1 47 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2995.2909 1.0046 -1.0034 0.41 3.842 0.365 0 2 39 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9999 R ESEPDRDGPAGDYQRPSESYGHSTETK G 3 2994.2863 2995.2982 1.0118 -1.0034 2.84 3.561 0.33 0.1 1 34 104 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9998 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2994.2934 0.0071 0 2.36 2.972 0.199 0.7 1 38 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9922 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2994.2868 0.0005 0 0.16 2.318 0.051 2.1 1 39 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9898 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2994.2895 0.0032 0 1.06 2.45 0.038 1.9 1 37 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9451 R ESEPDRDGPAGDYQRPSESYGHSTETK G 4 2994.2863 2995.2909 1.0046 -1.0034 0.41 2.407 0.021 0.3 1 39 156 2 1 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 1 R ESEPDRDGPAGDYQRPSESYGHSTETKGGVENE - 4 3579.5258 3579.5278 0.0020 0 0.55 4.205 0.365 0.1 1 37 192 2 2 1
Q5V3T0_HALMA 1 Hypothetical protein rrnAC0840 rrnAC0840 103 40.8 6 31 0.9082 R FILTLER I 2 890.5225 891.5254 1.0029 -1.0034 -0.48 2.158 0.068 0.8 9 12 12 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 K VASRPVSGLSGGMTR L 3 1473.7722 1473.7684 -0.0039 0 -2.62 3.799 0.42 0 1 28 56 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9999 R EQTGGPLHETFTALLEQDR A 3 2141.0389 2141.0471 0.0082 0 3.81 3.323 0.24 0.1 1 28 72 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R ETAAFYADLVDDDPDRLLER V 2 2323.0968 2323.0838 -0.0130 0 -5.59 4.665 0.438 0 2 15 38 2 1 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9942 R ETAAFYADLVDDDPDRLLER V 3 2323.0968 2323.0980 0.0012 0 0.53 1.75 0.272 0.1 1 26 76 2 1 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9841 R ETAAFYADLVDDDPDRLLER V 3 2323.0968 2323.0937 -0.0032 0 -1.37 1.492 0.267 0.6 1 25 76 2 1 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R ILLGVERPTSGTVSYSGPDAER Q 3 2303.1757 2303.1765 0.0008 0 0.35 6.08 0.543 0 1 42 84 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R ILLGVERPTSGTVSYSGPDAER Q 3 2303.1757 2303.1756 -0.0001 0 -0.05 5.926 0.54 0 1 41 84 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R ILLGVERPTSGTVSYSGPDAER Q 2 2303.1757 2303.1805 0.0048 0 2.08 4.975 0.414 0 1 23 42 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R ILLGVERPTSGTVSYSGPDAER Q 3 2303.1757 2304.1811 1.0053 -1.0034 0.86 5.236 0.448 0 1 36 84 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R ILLGVERPTSGTVSYSGPDAER Q 3 2303.1757 2303.1776 0.0019 0 0.83 5.956 0.46 0 1 39 84 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9998 R ILLGVERPTSGTVSYSGPDAER Q 2 2303.1757 2305.1957 2.0199 -2.0067 5.74 4.269 0.19 0 1 24 42 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R LIFDIIESIADAGR A 2 1531.8246 1531.8298 0.0052 0 3.38 3.723 0.375 0 1 23 26 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R LIFDIIESIADAGR A 2 1531.8246 1531.8275 0.0029 0 1.87 3.863 0.372 0 1 23 26 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R LIFDIIESIADAGR A 2 1531.8246 1531.8259 0.0013 0 0.83 4.045 0.382 0 1 23 26 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R LIFDIIESIADAGR A 3 1531.8246 1531.8285 0.0038 0 2.50 3.944 0.281 0.1 1 32 52 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R LIFDIIESIADAGR A 2 1531.8246 1531.8268 0.0021 0 1.39 4.412 0.355 0 1 23 26 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9998 R LIFDIIESIADAGR A 3 1531.8246 1531.8260 0.0014 0 0.89 2.523 0.249 0.5 1 26 52 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9995 R LIFDIIESIADAGR A 2 1531.8246 1531.8288 0.0042 0 2.75 3.784 0.065 0.9 1 23 26 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9993 R LIFDIIESIADAGR A 2 1531.8246 1531.8296 0.0049 0 3.22 3.716 0.056 1.4 1 22 26 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9887 R LIFDIIESIADAGR A 3 1531.8246 1532.8282 1.0035 -1.0034 0.13 2.665 0.114 0.9 1 30 52 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9828 R LIFDIIESIADAGR A 3 1531.8246 1531.8247 0.0001 0 0.05 2.464 0.063 1.9 1 30 52 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9896 R LLGIAQALAGD P 2 1040.5866 1040.5854 -0.0012 0 -1.13 2.465 0.28 0 1 16 20 1 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 R LLGIAQALAGDPPIVMLDEPASGLDPAMSR L 4 3017.5566 3017.5732 0.0166 0 5.49 4.273 0.347 0 1 45 174 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9957 R LLGIAQALAGDPPIVMLDEPASGLDPAMSR L 4 3017.5566 3018.5651 1.0085 -1.0034 1.71 3.491 0.163 0.5 7 40 174 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 0.9991 R QLGYLPQRPTFRPGFSVR E 3 2118.1487 2118.1516 0.0028 0 1.34 3.025 0.231 0.4 58 22 68 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 K VASRPVSGLSGGMTR L 3 1473.7722 1473.7672 -0.0051 0 -3.43 3.181 0.312 0 1 28 56 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 K VASRPVSGLSGGMTR L 3 1473.7722 1473.7684 -0.0039 0 -2.62 3.412 0.338 0 1 30 56 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 K VASRPVSGLSGGMTR L 3 1473.7722 1473.7710 -0.0012 0 -0.82 3.655 0.315 0 1 29 56 2 0 1
Q5V6J5_HALMA 1 ABC transporter ATP-binding protein drrA-2 pNG7149 241 57.3 8 31 1 K VASRPVSGLSGGMTR L 2 1473.7722 1473.7706 -0.0016 0 -1.10 3.832 0.483 0 1 17 28 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VASQVAEQALDGETVAVVNAER A 3 2255.1393 2255.1430 0.0037 0 1.64 5.307 0.493 0 1 38 84 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R AVITGREEQIVEKYEK R 3 1891.0051 1891.0081 0.0030 0 1.59 4.09 0.338 0 1 33 60 2 2 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R AVITGREEQIVEKYEK R 2 1891.0051 1891.0066 0.0014 0 0.76 4.617 0.409 0 1 21 30 2 2 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R AVITGREEQIVEKYEK R 3 1891.0051 1891.0078 0.0026 0 1.40 3.968 0.357 0 1 32 60 2 2 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R AVITGREEQIVEKYEK R 3 1891.0051 1891.0061 0.0010 0 0.53 3.878 0.38 0 1 24 60 2 2 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R AVITGREEQIVEKYEK R 2 1891.0051 1891.0067 0.0016 0 0.83 4.416 0.38 0 1 20 30 2 2 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R AVITGREEQIVEKYEK R 3 1891.0051 1891.0059 0.0008 0 0.43 4.367 0.331 0 1 34 60 2 2 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K FVTLGEISETLGANK T 2 1577.8301 1578.8454 1.0153 -1.0034 7.59 5.386 0.52 0 1 26 28 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K FVTLGEISETLGANK T 2 1577.8301 1578.8454 1.0153 -1.0034 7.59 4.507 0.504 0 1 25 28 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 0.9977 K FVTLGEISETLGANK T 3 1577.8301 1577.8346 0.0045 0 2.85 2.397 0.175 0.9 2 21 56 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K FVTLGEISETLGANKTW - 2 1864.9571 1864.9620 0.0049 0 2.62 4.399 0.493 0 1 24 32 2 1 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K FVTLGEISETLGANKTW - 2 1864.9571 1864.9699 0.0128 0 6.87 3.29 0.448 0 1 20 32 2 1 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K FVTLGEISETLGANKTW - 3 1864.9571 1864.9619 0.0048 0 2.58 4.469 0.402 0 1 27 64 2 1 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K RVDIGNDNGYFYPK R 2 1656.7896 1656.7915 0.0019 0 1.12 3.971 0.459 0 1 21 26 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K RVDIGNDNGYFYPK R 3 1656.7896 1656.7908 0.0012 0 0.71 3.547 0.385 0 1 26 52 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K RVDIGNDNGYFYPK R 3 1656.7896 1656.7891 -0.0005 0 -0.29 4.023 0.351 0 1 29 52 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 K RVDIGNDNGYFYPK R 2 1656.7896 1656.7904 0.0008 0 0.46 4.073 0.511 0 1 21 26 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 0.9985 K RVDIGNDNGYFYPK R 2 1656.7896 1657.7760 0.9864 -1.0034 -10.26 2.689 0.238 0.3 1 18 26 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 0.9962 K RVDIGNDNGYFYPK R 2 1656.7896 1657.7745 0.9849 -1.0034 -11.14 2.659 0.19 0.4 1 16 26 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 0.9848 K RVDIGNDNGYFYPK R 3 1656.7896 1658.7682 1.9785 -2.0067 -16.99 2.466 0.12 1.6 1 28 52 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 0.9665 K RVDIGNDNGYFYPK R 3 1656.7896 1657.7748 0.9852 -1.0034 -10.97 2.424 0.09 0.6 1 25 52 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VASQVAEQALDGETVAVVNAER A 2 2255.1393 2255.1424 0.0031 0 1.38 6.034 0.612 0 1 29 42 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VASQVAEQALDGETVAVVNAER A 2 2255.1393 2255.1444 0.0051 0 2.24 5.684 0.565 0 1 30 42 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VASQVAEQALDGETVAVVNAER A 2 2255.1393 2255.1495 0.0102 0 4.52 6.369 0.585 0 1 30 42 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VASQVAEQALDGETVAVVNAER A 3 2255.1393 2255.1428 0.0035 0 1.56 4.928 0.525 0 1 38 84 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VASQVAEQALDGETVAVVNAER A 3 2255.1393 2255.1425 0.0032 0 1.40 4.953 0.501 0 1 39 84 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VASQVAEQALDGETVAVVNAER A 3 2255.1393 2255.1436 0.0043 0 1.89 3.383 0.359 0 2 26 84 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VASQVAEQALDGETVAVVNAER A 2 2255.1393 2255.1454 0.0060 0 2.68 6.193 0.599 0 1 31 42 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 0.9993 R VDIGNDNGYFYPK R 2 1500.6885 1501.2254 0.5369 -1.0034 -310.81 2.546 0.292 0.1 1 13 24 2 0 1
RL13_HALMAReview 1 50S ribosomal protein L13P (Hmal13) rpl13p rrnAC0065 145 65.5 7 30 1 R VYLGNPYDEDGEVLDGTSLDRLSNIK F 3 2881.3981 2881.4090 0.0108 0 3.76 3.221 0.351 0 1 35 100 2 1 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R NDVDEIAERLIELER R 3 1812.9217 1812.9232 0.0015 0 0.80 3.65 0.29 0 1 28 56 2 1 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 K AQAAFVESWADAVEDTIPEQDDLADGMDGYNR A 4 3498.5157 3498.5251 0.0094 0 2.68 5.416 0.435 0 1 44 186 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 2 1856.7709 1856.7701 -0.0008 0 -0.44 4.275 0.575 0 1 20 28 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 3 1856.7709 1856.7731 0.0022 0 1.17 5.194 0.472 0 1 35 56 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 2 1856.7709 1856.7740 0.0031 0 1.67 4.294 0.234 0 1 20 28 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 3 1856.7709 1856.7718 0.0009 0 0.48 5.498 0.456 0 1 36 56 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 3 1872.7709 1873.7782 1.0072 -1.0034 2.08 4.689 0.471 0 1 35 56 2 0 1 AYEEWMDAAEQM[147]VER
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 3 1888.7709 1888.9277 0.1568 0 83.00 3.269 0.244 0 1 29 56 2 0 1 AYEEWM[147]DAAEQM[147]VER
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 2 1856.7709 1856.7723 0.0014 0 0.75 4.412 0.539 0 1 22 28 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 2 1888.7709 1888.7638 -0.0072 0 -3.79 4.142 0.482 0 1 20 28 2 0 1 AYEEWM[147]DAAEQM[147]VER
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 2 1856.7709 1856.7718 0.0009 0 0.48 5.279 0.488 0 1 21 28 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 3 1856.7709 1856.7740 0.0031 0 1.66 5.709 0.473 0 1 37 56 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R AYEEWMDAAEQMVER S 2 1856.7709 1858.7854 2.0145 -2.0067 4.21 5.413 0.504 0 1 21 28 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 M SNTNNIQEEWTEMVEEMNNAVADSMEQNMK A 4 3515.4585 3516.4909 1.0324 -1.0034 8.26 5.988 0.476 0 1 50 174 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 M SNTNNIQEEWTEMVEEMNNAVADSMEQNMK A 3 3515.4585 3515.4673 0.0088 0 2.50 7.616 0.589 0 1 48 116 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 M SNTNNIQEEWTEMVEEMNNAVADSMEQNMK A 3 3515.4585 3515.4684 0.0099 0 2.81 7.878 0.612 0 1 47 116 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 M SNTNNIQEEWTEMVEEMNNAVADSMEQNMK A 3 3515.4585 3515.4677 0.0091 0 2.60 6.368 0.568 0 1 42 116 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 M SNTNNIQEEWTEMVEEMNNAVADSMEQNMK A 3 3515.4585 3515.4582 -0.0004 0 -0.11 8.274 0.577 0 1 48 116 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 0.9984 M SNTNNIQEEWTEMVEEMNNAVADSMEQNMK A 3 3515.4585 3515.4666 0.0081 0 2.29 3.838 0.293 0.1 1 25 116 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R STDAAQGEDVDPAEFR D 2 1706.7383 1706.7265 -0.0118 0 -6.91 3.486 0.33 0 1 19 30 2 0 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R STDAAQGEDVDPAEFRDIWLQSANEAFK H 3 3109.4265 3109.4361 0.0095 0 3.07 6.9 0.581 0 1 41 108 2 1 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R STDAAQGEDVDPAEFRDIWLQSANEAFK H 3 3109.4265 3110.4382 1.0116 -1.0034 2.67 5.376 0.567 0 1 36 108 2 1 1



Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R STDAAQGEDVDPAEFRDIWLQSANEAFK H 3 3109.4265 3109.4265 0.0000 0 0.00 5.53 0.521 0 1 39 108 2 1 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 1 R STDAAQGEDVDPAEFRDIWLQSANEAFK H 3 3109.4265 3109.4324 0.0059 0 1.89 5.875 0.598 0 1 43 108 2 1 1
Q5UYM1_HALMA 1 Hypothetical protein rrnAC2885 rrnAC2885 181 66.3 6 29 0.9986 R STDAAQGEDVDPAEFRDIWLQSANEAFK H 3 3109.4265 3109.4405 0.0139 0 4.48 3.169 0.215 0.6 2 24 108 2 1 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9689 R VSEIAFQAAQLL - 2 1288.7027 1289.7054 1.0027 -1.0034 -0.49 2.512 0.143 0.2 12 13 22 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K AAGFVLAFR A 2 950.5338 950.5356 0.0017 0 1.82 3.342 0.436 0 1 15 16 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K AAGFVLAFR A 2 950.5338 950.5454 0.0116 0 12.23 2.594 0.4 0 1 15 16 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K AAGFVLAFR A 2 950.5338 950.5353 0.0015 0 1.57 3.358 0.428 0 1 15 16 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K AAGFVLAFR A 2 950.5338 950.5346 0.0008 0 0.80 3.309 0.416 0 1 15 16 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9997 K AAGFVLAFR A 2 950.5338 950.5254 -0.0084 0 -8.81 2.63 0.174 0 1 15 16 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9995 K AAGFVLAFR A 2 950.5338 950.5454 0.0116 0 12.23 2.254 0.235 0 2 13 16 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9998 R FEDYNGLGK E 2 1041.4767 1041.4854 0.0087 0 8.38 2.205 0.302 0.4 3 13 16 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9996 R FEDYNGLGK E 2 1041.4767 1041.4791 0.0024 0 2.28 2.174 0.292 0.2 5 12 16 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9585 R RFEDYNGLGK E 2 1197.5778 1198.5654 0.9876 -1.0034 -13.13 2.303 0.073 0.9 1 15 18 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9366 R RFEDYNGLGK E 3 1197.5778 1198.7782 1.2003 -1.0034 164.50 2.491 0.108 1.2 73 17 36 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9251 R RFEDYNGLGK E 2 1197.5778 1198.5615 0.9837 -1.0034 -16.43 2.273 0.043 1.2 1 16 18 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9211 R RFEDYNGLGK E 2 1197.5778 1198.5633 0.9855 -1.0034 -14.90 2.152 0.063 1.5 1 15 18 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K TASVPFHFWAPEAYEGAPAPISAFLSSASK A 3 3135.5342 3135.5370 0.0028 0 0.89 5.742 0.523 0 1 47 116 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K TASVPFHFWAPEAYEGAPAPISAFLSSASK A 3 3135.5342 3135.5377 0.0035 0 1.12 5.712 0.526 0 1 46 116 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K TASVPFHFWAPEAYEGAPAPISAFLSSASK A 2 3135.5342 3136.5445 1.0103 -1.0034 2.22 4.722 0.554 0 1 24 58 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K TASVPFHFWAPEAYEGAPAPISAFLSSASK A 3 3135.5342 3135.5388 0.0046 0 1.47 5.946 0.481 0 1 49 116 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K TASVPFHFWAPEAYEGAPAPISAFLSSASK A 4 3135.5342 3136.5309 0.9967 -1.0034 -2.13 5.556 0.469 0 1 56 174 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K TASVPFHFWAPEAYEGAPAPISAFLSSASK A 3 3135.5342 3135.5447 0.0105 0 3.34 6.245 0.535 0 1 48 116 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 1 K TASVPFHFWAPEAYEGAPAPISAFLSSASK A 4 3135.5342 3135.5322 -0.0021 0 -0.65 5.908 0.452 0 1 45 174 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9998 R VSEIAFQAAQLL - 2 1288.7027 1288.7079 0.0051 0 3.99 3.763 0.119 0 2 16 22 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9991 R VSEIAFQAAQLL - 2 1288.7027 1288.7026 -0.0001 0 -0.09 2.796 0.132 0 1 16 22 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9987 R VSEIAFQAAQLL - 2 1288.7027 1288.7079 0.0051 0 3.99 2.937 0.122 0.1 3 15 22 2 0 1
Q5V269_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG3 rrnAC1458 516 13.8 6 29 0.9909 R VSEIAFQAAQLL - 2 1288.7027 1288.7060 0.0033 0 2.56 2.558 0.056 0.1 2 16 22 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9929 R SKVDFETLLDIDPEYLLLRGQENK T 4 2834.4702 2834.4721 0.0019 0 0.67 3.288 0.068 0.3 2 39 138 2 2 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9998 R AASQVYEVDRELFDR Q 3 1796.8693 1796.8729 0.0036 0 1.98 2.065 0.344 0.1 1 24 56 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9974 R AASQVYEVDRELFDR Q 3 1796.8693 1796.8687 -0.0007 0 -0.36 2.235 0.288 0.4 21 19 56 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9596 R AASQVYEVDRELFDR Q 3 1796.8693 1796.8733 0.0039 0 2.19 2.036 0.141 0.4 1 21 56 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R AASQVYEVDRELFDRQR V 3 2081.0290 2081.0339 0.0049 0 2.34 3.922 0.35 0 1 29 64 2 2 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R GGPLYQGPITNLVLTER A 2 1826.9890 1826.9945 0.0055 0 2.99 5.254 0.463 0 1 24 32 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R GGPLYQGPITNLVLTER A 2 1826.9890 1826.9896 0.0006 0 0.31 5.248 0.527 0 1 22 32 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9999 R GGPLYQGPITNLVLTER A 2 1826.9890 1827.9749 0.9859 -1.0034 -9.54 4.677 0.192 0 1 23 32 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 K SDQSGSELTAVQNGNVYR G 2 1923.8922 1924.8807 0.9885 -1.0034 -7.73 3.835 0.386 0 1 22 34 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 K SDQSGSELTAVQNGNVYR G 2 1923.8922 1924.9048 1.0125 -1.0034 4.77 5.437 0.577 0 1 26 34 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 K SDQSGSELTAVQNGNVYR G 2 1923.8922 1924.9054 1.0132 -1.0034 5.13 6.056 0.591 0 1 27 34 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9995 K SDQSGSELTAVQNGNVYR G 2 1923.8922 1925.9054 2.0132 -2.0067 3.39 3.531 0.222 0 1 22 34 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SEFEDTVVSFLK S 2 1399.6871 1399.6882 0.0011 0 0.77 3.96 0.359 0 1 18 22 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SEFEDTVVSFLK S 2 1399.6871 1399.6882 0.0011 0 0.77 3.523 0.498 0 1 18 22 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SEFEDTVVSFLK S 2 1399.6871 1401.7054 2.0183 -2.0067 8.30 3.928 0.428 0 1 18 22 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SEFEDTVVSFLK S 2 1399.6871 1399.6911 0.0040 0 2.87 4.682 0.45 0 1 19 22 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SKVDFETLLDIDPEYLLLR G 3 2278.2096 2278.2136 0.0040 0 1.74 4.687 0.24 0 1 38 72 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SKVDFETLLDIDPEYLLLR G 3 2278.2096 2278.2138 0.0041 0 1.82 4.179 0.328 0 1 39 72 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SKVDFETLLDIDPEYLLLR G 3 2278.2096 2278.2097 0.0001 0 0.05 4.34 0.298 0 1 36 72 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SKVDFETLLDIDPEYLLLR G 3 2278.2096 2278.2132 0.0036 0 1.58 4.264 0.245 0 1 35 72 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R SKVDFETLLDIDPEYLLLRGQENK T 3 2834.4702 2834.4691 -0.0011 0 -0.38 6.104 0.431 0 1 37 92 2 2 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9996 R SKVDFETLLDIDPEYLLLRGQENK T 4 2834.4702 2834.4743 0.0041 0 1.44 3.02 0.168 0.3 1 41 138 2 2 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 K TRSEFEDTVVSFLK S 3 1656.8359 1656.8389 0.0030 0 1.83 3.84 0.348 0 1 28 52 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 K TRSEFEDTVVSFLK S 3 1656.8359 1656.8382 0.0023 0 1.38 4.078 0.372 0 1 30 52 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9720 K VDFETLLDIDPEYLLLRGQENK T 3 2619.3432 2620.3637 1.0205 -1.0034 6.55 3.232 0.119 0.1 1 24 84 2 1 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 1 R YHTQYYDEIPGVSVDGSSVQK L 2 2371.0968 2371.1205 0.0236 0 9.97 5.302 0.575 0 1 25 40 2 0 1
Q5V3M6_HALMA 1 Hypothetical protein rrnAC0899 rrnAC0899 388 28.6 11 29 0.9903 R YHTQYYDEIPGVSVDGSSVQK L 3 2371.0968 2373.1282 2.0313 -2.0067 10.39 3.002 0.129 0.4 2 24 80 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R YGVEMRPLVVNLAASGDVKPSDITEAK A 4 2858.4848 2858.4965 0.0117 0 4.09 4.867 0.498 0 1 54 156 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9998 R ADRNVVQLAAHNAFQYIGSR Y 4 2229.1403 2230.1309 0.9906 -1.0034 -5.73 2.8 0.257 0.1 1 34 114 2 1 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R AIQTLEDDNVDTELINVR E 2 2057.0277 2058.0254 0.9977 -1.0034 -2.74 4.514 0.425 0 1 22 34 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R ASDPHFWLDPQR A 3 1467.6895 1467.6880 -0.0015 0 -1.05 3.768 0.378 0 1 25 44 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R DIIDADAFIHVGPDFQPWADR A 3 2397.1389 2399.1382 1.9992 -2.0067 -3.11 5.784 0.468 0 1 48 80 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R DIIDADAFIHVGPDFQPWADR A 3 2397.1389 2397.1455 0.0066 0 2.76 5.604 0.455 0 1 47 80 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R DNAETYNADVLDRIDADYADIFDR A 3 2789.2416 2789.2549 0.0133 0 4.76 6.55 0.603 0 1 41 92 2 1 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9999 R EGIELESLAASLDRDEEGVGQNR A 2 2486.1885 2486.1996 0.0110 0 4.44 3.413 0.343 0 1 19 44 2 1 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 K NLIPTGLHGHGWEPDAGITR D 2 2140.0814 2140.0953 0.0139 0 6.49 4.385 0.475 0 1 27 38 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9999 K NLIPTGLHGHGWEPDAGITR D 4 2140.0814 2140.0815 0.0001 0 0.03 2.639 0.227 0.3 2 36 114 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9979 K NLIPTGLHGHGWEPDAGITR D 4 2140.0814 2140.0852 0.0037 0 1.74 2.738 0.096 0.3 2 33 114 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9968 K NLIPTGLHGHGWEPDAGITR D 4 2140.0814 2140.0849 0.0035 0 1.63 2.113 0.062 1.6 1 34 114 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9963 K NLIPTGLHGHGWEPDAGITR D 4 2140.0814 2140.0817 0.0003 0 0.14 2.23 0.053 1.2 1 35 114 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R NVVQLAAHNAFQYIGSR Y 3 1886.9751 1886.9798 0.0047 0 2.49 3.645 0.435 0 1 29 64 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R NVVQLAAHNAFQYIGSR Y 3 1886.9751 1886.9798 0.0047 0 2.49 2.824 0.292 0 1 25 64 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9999 K QSVNNITEGLVALAPDAEDTLRDNAETYNADVLDR I 3 3801.8293 3802.8382 1.0088 -1.0034 1.45 4.258 0.273 0 1 32 136 2 1 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R YGVEMRPLVVNLAASGDVKPSDITEAK A 4 2874.4848 2876.4909 2.0061 -2.0067 -0.22 5.846 0.473 0 1 51 156 2 0 1 YGVEM[147]RPLVVNLAASGDVKPSDITEAK
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R YGVEMRPLVVNLAASGDVKPSDITEAK A 4 2858.4848 2858.4909 0.0061 0 2.13 5.063 0.347 0 1 52 156 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R YGVEMRPLVVNLAASGDVKPSDITEAK A 3 2858.4848 2858.4942 0.0094 0 3.29 7.199 0.485 0 1 47 104 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R YGVEMRPLVVNLAASGDVKPSDITEAK A 4 2858.4848 2858.4899 0.0051 0 1.79 5.379 0.496 0 1 54 156 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R YGVEMRPLVVNLAASGDVKPSDITEAK A 3 2858.4848 2858.4915 0.0067 0 2.33 7.26 0.513 0 1 45 104 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 1 R YGVEMRPLVVNLAASGDVKPSDITEAK A 3 2858.4848 2858.4864 0.0015 0 0.53 7.41 0.499 0 1 46 104 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9996 R YGVEMRPLVVNLAASGDVKPSDITEAK A 3 2874.4848 2873.2725 -1.2123 1 -73.87 4.566 0.291 0 1 38 104 2 0 1 YGVEM[147]RPLVVNLAASGDVKPSDITEAK
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9386 R YGVEMRPLVVNLAASGDVKPSDITEAK A 3 2858.4848 2858.3996 -0.0853 0 -29.83 2.561 0.038 3.9 3 24 104 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9994 R YIGAGVFETR K 2 1111.5662 1111.5687 0.0025 0 2.23 2.3 0.214 0.1 1 15 18 2 0 1
Q5V4M8_HALMA 1 Adhesion protein ycdH rrnAC0502 361 54.6 11 29 0.9549 R YIGAGVFETR K 2 1111.5662 1111.5697 0.0035 0 3.11 1.79 0.071 1.5 1 14 18 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 K NYANTIFDGMTK R 2 1373.6285 1373.6321 0.0035 0 2.57 3.242 0.42 0 1 20 22 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9849 K GDWKNYANTIFDGMTK R 3 1859.8512 1859.8537 0.0024 0 1.31 2.273 0.267 0.8 328 17 60 2 1 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9724 K GDWKNYANTIFDGMTK R 3 1859.8512 1859.8582 0.0069 0 3.74 2.736 0.199 0.1 397 16 60 2 1 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 K GDWKNYANTIFDGMTKR V 3 2015.9523 2015.9555 0.0031 0 1.56 4.6 0.344 0 1 34 64 2 1 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVR K 2 2145.0854 2145.0948 0.0094 0 4.38 5.922 0.464 0 1 25 38 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVR K 3 2145.0854 2145.0873 0.0019 0 0.88 4.543 0.448 0 1 33 76 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVR K 3 2145.0854 2145.0895 0.0041 0 1.90 4.656 0.421 0 1 34 76 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVR K 2 2145.0854 2145.0926 0.0072 0 3.36 6.08 0.46 0 1 25 38 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVR K 3 2145.0854 2145.0932 0.0077 0 3.61 4.666 0.407 0 1 36 76 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVR K 3 2145.0854 2145.0915 0.0061 0 2.84 4.562 0.419 0 1 34 76 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVR K 2 2145.0854 2145.0924 0.0070 0 3.24 5.79 0.433 0 1 24 38 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVR K 2 2145.0854 2145.0885 0.0031 0 1.42 5.866 0.458 0 1 25 38 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9999 R GGGFEAIQEWLLENVATGVR K 2 2145.0854 2145.0899 0.0045 0 2.11 4.365 0.135 0.4 1 23 38 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9986 R GGGFEAIQEWLLENVATGVR K 2 2145.0854 2145.0924 0.0070 0 3.24 3.62 0.037 2.3 1 24 38 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVRK A 3 2273.1804 2274.1823 1.0019 -1.0034 -0.63 4.573 0.361 0 1 27 80 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 R GGGFEAIQEWLLENVATGVRK A 3 2273.1804 2273.1829 0.0025 0 1.11 4.987 0.477 0 1 29 80 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9998 R GGGFEAIQEWLLENVATGVRK A 4 2273.1804 2273.1809 0.0004 0 0.19 3.764 0.161 0.1 1 40 120 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 K NYANTIFDGMTK R 2 1389.6285 1389.6255 -0.0031 0 -2.20 3.416 0.443 0 1 18 22 2 0 1 NYANTIFDGM[147]TK
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 K NYANTIFDGMTK R 2 1373.6285 1373.6254 -0.0031 0 -2.24 3.027 0.352 0 1 17 22 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9999 K NYANTIFDGMTK R 2 1373.6285 1373.6254 -0.0031 0 -2.24 2.824 0.299 0.1 2 16 22 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9890 K NYANTIFDGMTK R 2 1389.6285 1389.6241 -0.0044 0 -3.17 2.101 0.124 0.8 2 14 22 2 0 1 NYANTIFDGM[147]TK
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9886 K NYANTIFDGMTK R 2 1373.6285 1373.6254 -0.0031 0 -2.24 2.048 0.185 0.8 14 12 22 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 K NYANTIFDGMTKR V 2 1529.7296 1529.7293 -0.0003 0 -0.18 3.366 0.42 0 1 17 24 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 M SDTDSGDGTEIEEISGPDVEAIEFYGGR W 2 2944.2734 2944.2708 -0.0026 0 -0.87 5.463 0.612 0 1 25 54 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 1 M SDTDSGDGTEIEEISGPDVEAIEFYGGR W 2 2944.2734 2945.2809 1.0074 -1.0034 1.39 5.495 0.609 0 1 25 54 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9993 R YNINSYR R 2 928.4403 928.4454 0.0051 0 5.52 2.081 0.279 0 14 11 12 2 0 1
Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9978 R YNINSYR R 2 928.4403 928.4414 0.0011 0 1.20 2.089 0.21 0 14 11 12 2 0 1



Q5V5B4_HALMA 1 Na+\H+ antiporter nhaC1 rrnAC0229 517 14.1 8 29 0.9965 R YNINSYR R 2 928.4403 928.9454 0.5051 -1.0034 -536.63 2.174 0.272 0 18 10 12 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R YMMEEIVGLR A 2 1271.5991 1271.5891 -0.0100 0 -7.89 2.599 0.353 0 1 16 18 2 0 1 YM[147]M[147]EEIVGLR
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R AGETASGFNVGGGIR S 2 1391.6793 1391.6854 0.0061 0 4.40 3.016 0.401 0 1 20 28 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R AGETASGFNVGGGIR S 2 1391.6793 1391.6804 0.0011 0 0.77 4.049 0.491 0 1 23 28 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R AGETASGFNVGGGIR S 2 1391.6793 1391.6800 0.0007 0 0.51 3.928 0.484 0 1 23 28 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R AGETASGFNVGGGIR S 2 1391.6793 1391.6811 0.0018 0 1.29 3.972 0.435 0 1 23 28 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R AGETASGFNVGGGIR S 2 1391.6793 1391.6799 0.0006 0 0.42 3.844 0.474 0 1 24 28 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 0.9998 R AGETASGFNVGGGIR S 2 1391.6793 1391.6814 0.0020 0 1.47 3.369 0.183 0.1 1 21 28 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R FLELDDDNETPAHK Y 2 1642.7475 1642.7467 -0.0008 0 -0.51 4.349 0.469 0 1 22 26 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R FLELDDDNETPAHK Y 3 1642.7475 1642.7461 -0.0015 0 -0.89 3.643 0.381 0 1 26 52 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 0.9999 R FLELDDDNETPAHK Y 3 1642.7475 1643.7382 0.9906 -1.0034 -7.73 2.466 0.313 0.1 1 25 52 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 0.9995 R FLELDDDNETPAHK Y 3 1642.7475 1642.7464 -0.0011 0 -0.67 2.494 0.205 0.2 1 25 52 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 0.9975 R FLELDDDNETPAHK Y 3 1642.7475 1642.7472 -0.0004 0 -0.23 2.549 0.139 0.1 1 24 52 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R FLELDDDNETPAHKYEDGQEYVPSK K 3 2938.3145 2938.3136 -0.0010 0 -0.33 6.161 0.546 0 1 41 96 2 1 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R FLELDDDNETPAHKYEDGQEYVPSK K 3 2938.3145 2939.3182 1.0036 -1.0034 0.10 5.095 0.475 0 1 36 96 2 1 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R FLELDDDNETPAHKYEDGQEYVPSK K 4 2938.3145 2938.3168 0.0023 0 0.79 3.673 0.329 0 1 41 144 2 1 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R FLELDDDNETPAHKYEDGQEYVPSK K 4 2938.3145 2938.3207 0.0062 0 2.12 3.517 0.356 0 1 43 144 2 1 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R FLELDDDNETPAHKYEDGQEYVPSK K 4 2938.3145 2938.3171 0.0026 0 0.87 3.662 0.371 0 1 41 144 2 1 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R FLELDDDNETPAHKYEDGQEYVPSK K 4 2938.3145 2938.3212 0.0067 0 2.28 3.896 0.365 0 1 45 144 2 1 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 K YEDGQEYVPSK K 2 1313.5775 1313.5807 0.0031 0 2.39 3.342 0.285 0 1 18 20 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R YMMEEIVGLR A 2 1271.5991 1271.5854 -0.0137 0 -10.75 2.566 0.354 0 1 16 18 2 0 1 YM[147]M[147]EEIVGLR
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R YMMEEIVGLR A 2 1239.5991 1239.6013 0.0022 0 1.75 3.023 0.45 0 1 17 18 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R YMMEEIVGLR A 2 1239.5991 1239.6002 0.0011 0 0.86 3.038 0.465 0 1 17 18 2 0 1
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 1 R YMMEEIVGLR A 2 1271.5991 1271.5854 -0.0137 0 -10.75 2.418 0.365 0 1 15 18 2 0 1 YM[147]M[147]EEIVGLR
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 0.9999 R YMMEEIVGLR A 2 1271.5991 1271.5901 -0.0091 0 -7.13 2.159 0.346 0 1 13 18 2 0 1 YM[147]M[147]EEIVGLR
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 0.9813 R YMMEEIVGLR A 2 1255.5991 1255.5953 -0.0038 0 -3.04 2.398 0.41 0 1 16 18 2 0 1 YM[147]MEEIVGLR
Q5UZC2_HALMA 1 Carbon starvation protein CstA cstA rrnAC2590 631 7.9 5 28 0.9505 R YMMEEIVGLR A 2 1255.5991 1255.6054 0.0063 0 5.04 2.087 0.386 0 1 15 18 2 0 1 YM[147]MEEIVGLR
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9161 0.0028 0 1.74 4.787 0.493 0 1 24 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9197 0.0063 0 3.95 5.779 0.467 0 1 24 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 3 1602.9133 1602.9168 0.0034 0 2.15 4.657 0.278 0 1 33 56 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9254 0.0121 0 7.56 4.141 0.435 0 1 22 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 3 1602.9133 1602.9151 0.0018 0 1.12 4.638 0.279 0 2 30 56 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9164 0.0030 0 1.89 4.965 0.488 0 1 24 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9199 0.0066 0 4.10 5.064 0.456 0 1 23 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 3 1602.9133 1602.9160 0.0027 0 1.69 4.25 0.286 0 1 35 56 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 3 1602.9133 1602.9144 0.0011 0 0.66 4.6 0.343 0 2 34 56 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9054 -0.0079 0 -4.91 4.738 0.501 0 1 23 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9253 0.0119 0 7.45 5.85 0.447 0 1 23 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9999 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9145 0.0012 0 0.75 4.244 0.124 0.2 1 23 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9999 R IGPYGLFIIVADAVR L 3 1602.9133 1602.9146 0.0012 0 0.78 3.251 0.251 0.1 13 24 56 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9999 R IGPYGLFIIVADAVR L 2 1602.9133 1602.9172 0.0039 0 2.42 4.394 0.1 0.2 1 23 28 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9976 R IGPYGLFIIVADAVR L 3 1602.9133 1602.9082 -0.0052 0 -3.21 3.127 0.169 0.5 58 23 56 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9968 R IGPYGLFIIVADAVR L 3 1602.9133 1602.9382 0.0248 0 15.50 3.246 0.122 0.7 14 26 56 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9828 R IGPYGLFIIVADAVR L 3 1602.9133 1602.9082 -0.0052 0 -3.21 2.741 0.126 1 105 20 56 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9999 R KITAAFTDR I 2 1021.5556 1021.5654 0.0098 0 9.62 2.648 0.282 0 3 11 16 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9994 R KITAAFTDR I 2 1021.5556 1021.5544 -0.0012 0 -1.18 2.295 0.216 0.1 2 12 16 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9983 R VRIDQLIEIGWK G 3 1468.8402 1469.5582 0.7179 -1.0034 -194.31 3.361 0.23 0.1 21 19 44 2 1 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9981 R VRIDQLIEIGWK G 3 1468.8402 1470.8417 2.0015 -2.0067 -3.56 3.89 0.129 0.1 1 22 44 2 1 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 K YSFLGGLR A 2 911.4865 911.4884 0.0019 0 2.03 2.626 0.298 0 1 12 14 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 K YSFLGGLR A 2 911.4865 911.4879 0.0014 0 1.50 2.513 0.284 0 1 13 14 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 1 K YSFLGGLR A 2 911.4865 911.4872 0.0006 0 0.69 2.629 0.285 0 1 13 14 2 0 1
Q5V276_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG4 rrnAC1450 347 15.6 5 28 0.9845 K YSFLGGLR A 2 911.4865 911.4854 -0.0011 0 -1.18 1.722 0.163 0.2 3 10 14 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 K TFNWITTMWNGR L 2 1525.7136 1525.7142 0.0006 0 0.38 2.978 0.39 0 1 15 22 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9996 R EFQWFDEQLEAEAPEKDPSLLA D 2 2591.2067 2591.2103 0.0036 0 1.38 3.856 0.463 0 1 24 42 1 1 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9996 R EFQWFDEQLEAEAPEKDPSLLA D 2 2591.2067 2591.2137 0.0070 0 2.70 4.044 0.446 0 1 23 42 1 1 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9993 R EFQWFDEQLEAEAPEKDPSLLA D 2 2591.2067 2591.2098 0.0031 0 1.19 3.852 0.433 0 1 22 42 1 1 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9988 R EFQWFDEQLEAEAPEKDPSLLA D 2 2591.2067 2591.2113 0.0046 0 1.76 3.832 0.403 0 1 22 42 1 1 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 2 2048.0174 2048.0194 0.0020 0 0.96 6.286 0.604 0 1 30 40 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 2 2048.0174 2049.0254 1.0080 -1.0034 2.28 5.363 0.537 0 1 30 40 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 3 2048.0174 2048.0185 0.0011 0 0.53 5.193 0.464 0 1 36 80 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 2 2048.0174 2049.0254 1.0080 -1.0034 2.28 5.755 0.522 0 1 32 40 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 2 2048.0174 2048.0177 0.0003 0 0.12 4.523 0.491 0 1 27 40 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 2 2048.0174 2048.0184 0.0010 0 0.48 6.207 0.561 0 1 30 40 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 2 2048.0174 2048.0254 0.0080 0 3.92 4.277 0.323 0 1 28 40 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 2 2048.0174 2048.0223 0.0049 0 2.39 5.919 0.534 0 1 30 40 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 R SYTPLAGGGAVTGDETAVINR E 2 2048.0174 2048.0254 0.0080 0 3.92 4.545 0.506 0 1 27 40 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9999 R SYTPLAGGGAVTGDETAVINR E 3 2048.0174 2049.0082 0.9907 -1.0034 -6.15 3.32 0.318 0 5 27 80 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 K TFNWITTMWNGR L 2 1525.7136 1525.7131 -0.0005 0 -0.34 3.563 0.198 0.1 1 17 22 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 K TFNWITTMWNGR L 2 1525.7136 1525.7124 -0.0012 0 -0.82 2.681 0.326 0 1 16 22 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 K TFNWITTMWNGR L 2 1525.7136 1525.7138 0.0002 0 0.14 3.493 0.474 0 1 17 22 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9999 K TFNWITTMWNGR L 2 1525.7136 1526.7054 0.9918 -1.0034 -7.55 3.022 0.339 0 1 17 22 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9995 K TFNWITTMWNGR L 2 1525.7136 1526.6987 0.9851 -1.0034 -11.97 2.964 0.244 0 1 17 22 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9994 K TFNWITTMWNGR L 2 1541.7136 1542.7054 0.9918 -1.0034 -7.48 2.353 0.321 0.1 1 16 22 2 0 1 TFNWITTM[147]WNGR
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9992 K TFNWITTMWNGR L 3 1525.7136 1525.7182 0.0045 0 2.98 2.251 0.21 0.9 1 21 44 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9985 K TFNWITTMWNGR L 2 1525.7136 1525.7147 0.0011 0 0.70 3.221 0.045 0.3 1 16 22 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 0.9786 K TFNWITTMWNGR L 2 1525.7136 1526.8493 1.1357 -1.0034 86.76 2.832 0.049 0 1 16 22 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 K VEDGDPWDLESDGMLDR E 2 1947.8156 1947.8236 0.0080 0 4.09 4.729 0.536 0 1 26 32 2 0 1
Q5V2N6_HALMA 1 Cytochrome c oxidase polypeptide I (EC 1.9.3.1) coxA1 rrnAC1278 594 12.1 4 28 1 K VEDGDPWDLESDGMLDR E 2 1947.8156 1947.8183 0.0027 0 1.39 4.859 0.586 0 1 25 32 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 K ALGAVVGAVGATAAANR V 2 1467.8158 1467.8189 0.0031 0 2.13 4.045 0.498 0 1 22 32 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R AGAFEPMLDGEQGTYR W 2 1740.7777 1740.7789 0.0012 0 0.68 3.909 0.547 0 1 23 30 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R AGAFEPMLDGEQGTYR W 2 1740.7777 1740.7820 0.0042 0 2.43 3.928 0.546 0 1 22 30 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R AGAFEPMLDGEQGTYR W 2 1756.7777 1756.7748 -0.0030 0 -1.69 4.128 0.57 0 1 20 30 2 0 1 AGAFEPM[147]LDGEQGTYR
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 K ALGAVVGAVGATAAANR V 3 1467.8158 1467.8163 0.0005 0 0.35 3.308 0.36 0 6 23 64 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 K ALGAVVGAVGATAAANR V 2 1467.8158 1467.8180 0.0021 0 1.46 4.093 0.482 0 1 23 32 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R APVIGEGIYNLTVSK A 2 1559.8559 1559.8580 0.0021 0 1.33 4.811 0.537 0 1 24 28 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R APVIGEGIYNLTVSK A 2 1559.8559 1559.8854 0.0295 0 18.93 4.296 0.534 0 1 24 28 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R APVIGEGIYNLTVSK A 2 1559.8559 1559.8592 0.0033 0 2.12 4.587 0.543 0 1 24 28 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R APVIGEGIYNLTVSK A 3 1559.8559 1559.8593 0.0034 0 2.19 3.688 0.306 0 1 26 56 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R APVIGEGIYNLTVSK A 2 1559.8559 1559.8579 0.0020 0 1.26 4.71 0.552 0 1 24 28 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 3 3634.7800 3636.7882 2.0081 -2.0067 0.40 8.637 0.557 0 1 49 128 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 3 3634.7800 3634.7935 0.0135 0 3.70 7.634 0.578 0 1 48 128 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 4 3634.7800 3634.7890 0.0090 0 2.47 4.833 0.402 0 1 46 192 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9999 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 5 3634.7800 3636.8136 2.0336 -2.0067 7.40 3.845 0.291 0.1 1 55 256 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9997 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 4 3634.7800 3634.7915 0.0114 0 3.14 4.087 0.141 0.3 1 45 192 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9948 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 4 3650.7800 3650.7856 0.0056 0 1.53 7.674 0.498 0 1 52 192 2 0 1 DM[147]AEQADAMLVVFGDSLLLPHVEHPGEFVDVVR
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9936 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 4 3650.7800 3650.7644 -0.0157 0 -4.29 5.812 0.455 0 1 40 192 2 0 1 DMAEQADAM[147]LVVFGDSLLLPHVEHPGEFVDVVR
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9907 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 3 3650.7800 3650.9046 0.1245 0 34.11 4.228 0.033 0.1 5 24 128 2 0 1 DMAEQADAM[147]LVVFGDSLLLPHVEHPGEFVDVVR
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9860 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 4 3650.7800 3652.8109 2.0309 -2.0067 6.62 7.66 0.534 0 1 54 192 2 0 1 DM[147]AEQADAMLVVFGDSLLLPHVEHPGEFVDVVR
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVRDR V 5 3905.9080 3905.9185 0.0105 0 2.69 4.16 0.278 0 1 67 272 2 1 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 K GRDMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 5 3847.9025 3847.9080 0.0054 0 1.41 4.648 0.383 0 1 64 272 2 1 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 1 K GRDMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 4 3847.9025 3847.9113 0.0088 0 2.29 6.093 0.364 0 1 53 204 2 1 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9999 K GRDMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 5 3847.9025 3847.9156 0.0131 0 3.39 3.577 0.229 0.3 1 51 272 2 1 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9986 K GRDMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 5 3847.9025 3847.9141 0.0115 0 3.00 3.204 0.089 0.6 1 54 272 2 1 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9861 K GRDMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVRDR V 4 4119.0306 4119.7709 0.7403 -1.0034 -63.87 3.211 0.073 2.8 1 42 216 2 2 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9994 R KALGAVVGAVGATAAANR V 3 1595.9107 1595.9104 -0.0003 0 -0.19 2.862 0.209 0.1 4 24 68 2 0 1
Q5V3J7_HALMA 1 Hypothetical protein rrnAC0931 rrnAC0931 313 27.5 9 28 0.9944 R KALGAVVGAVGATAAANR V 3 1595.9107 1595.9093 -0.0014 0 -0.88 3.098 0.094 1 3 24 68 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R INDSEIPFSISDVR Q 2 1590.7889 1590.7923 0.0034 0 2.14 3.647 0.401 0 1 22 26 2 0 1



Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R INDSEIPFSISDVR Q 2 1590.7889 1590.7951 0.0062 0 3.91 3.634 0.385 0 1 23 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R INDSEIPFSISDVR Q 2 1590.7889 1590.7936 0.0046 0 2.91 3.7 0.4 0 1 23 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 0.9609 R INDSEIPFSISDVRQAENPLYSVAQGALVAAR S 3 3429.7528 3430.5382 0.7853 -1.0034 -63.56 3.004 0.149 2.5 3 27 124 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 0.9976 R LFFSVPADPIDADVSTLYHQK T 3 2362.1845 2362.1879 0.0034 0 1.45 1.784 0.245 0.2 1 27 80 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9446 0.0020 0 1.09 3.341 0.503 0 1 20 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9424 -0.0002 0 -0.09 4.377 0.527 0 1 21 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9438 0.0013 0 0.69 3.325 0.477 0 1 22 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9447 0.0022 0 1.15 4.401 0.552 0 1 21 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 0.9996 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9438 0.0013 0 0.69 3.177 0.158 0.1 1 18 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 0.9945 K LITEQVVGQPEYPNER L 3 1870.9425 1870.9447 0.0022 0 1.18 2.379 0.131 0.1 1 22 60 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2133.9393 0.0046 0 2.15 5.598 0.573 0 1 26 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2134.2474 0.3127 0 146.53 4.232 0.543 0 1 22 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2134.2425 0.3078 0 144.24 5.243 0.547 0 1 25 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 0.9878 D PIDADVSTLYHQK T 2 1485.7463 1486.6854 0.9391 -1.0034 -43.23 2.297 0.418 0 1 14 24 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 M PQGLDVGTMNLLSAR Q 2 1570.8137 1570.8199 0.0062 0 3.94 4.533 0.552 0 1 25 28 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 M PQGLDVGTMNLLSAR Q 2 1570.8137 1570.8175 0.0038 0 2.39 4.285 0.539 0 1 23 28 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 0.9993 M PQGLDVGTMNLLSARQDGNETVFVQQR N 3 2972.4774 2972.4776 0.0001 0 0.05 4.272 0.351 0 1 32 104 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R QAENPLYSVAQGALVAAR S 2 1856.9744 1857.9854 1.0110 -1.0034 4.13 5.193 0.548 0 1 22 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R QAENPLYSVAQGALVAAR S 2 1856.9744 1857.9854 1.0110 -1.0034 4.13 4.799 0.564 0 1 24 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R QAENPLYSVAQGALVAAR S 2 1856.9744 1857.9854 1.0110 -1.0034 4.13 3.892 0.457 0 1 16 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R QDGNETVFVQQR N 2 1419.6742 1419.6654 -0.0088 0 -6.18 2.459 0.346 0.3 1 13 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R RPMQAGILSSDEQSAIPMIK L 3 2171.1078 2171.1168 0.0090 0 4.15 3.102 0.339 0 1 34 76 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3298.5737 3298.5869 0.0132 0 4.01 5.492 0.569 0 1 36 116 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3298.5737 3298.5818 0.0081 0 2.45 5.492 0.565 0 1 42 116 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein pNG7111 pNG7111 342 53.8 13 28 1 R VYIVGDDALNFANIFSEETR R 2 2272.1012 2273.1054 1.0042 -1.0034 0.38 5.984 0.601 0 1 28 38 2 0 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 - MQDDTDTKHATDSVYDRIER A 4 2395.0710 2395.0668 -0.0042 0 -1.75 3.181 0.39 0 6 35 114 2 2 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 K HATDSVYDRIER A 2 1460.7008 1460.6991 -0.0018 0 -1.20 3.42 0.405 0 1 17 22 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 K HATDSVYDRIER A 2 1460.7008 1460.6988 -0.0020 0 -1.37 3.38 0.395 0 1 15 22 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 K HATDSVYDRIER A 2 1460.7008 1460.7019 0.0011 0 0.72 3.169 0.411 0 1 16 22 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 K HATDSVYDRIER A 2 1460.7008 1460.7022 0.0014 0 0.97 3.453 0.424 0 1 17 22 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9996 K HATDSVYDRIER A 3 1460.7008 1460.7025 0.0017 0 1.15 2.304 0.284 0 1 22 44 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9996 K HATDSVYDRIER A 2 1460.7008 1460.7019 0.0011 0 0.72 3.049 0.267 0.1 1 14 22 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9994 K HATDSVYDRIER A 3 1460.7008 1460.6999 -0.0010 0 -0.67 2.188 0.283 0 1 23 44 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9993 K HATDSVYDRIER A 3 1460.7008 1460.7014 0.0006 0 0.40 2.254 0.267 0 1 24 44 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9984 K HATDSVYDRIER A 3 1460.7008 1460.7041 0.0032 0 2.22 2.289 0.233 0 1 26 44 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9955 K HATDSVYDRIER A 3 1460.7008 1460.2882 -0.4127 0 -282.50 2.269 0.207 1.4 2 21 44 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9940 K HATDSVYDRIER A 3 1460.7008 1460.7018 0.0009 0 0.65 2.163 0.196 1 1 18 44 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9897 K HATDSVYDRIER A 2 1460.7008 1460.6992 -0.0016 0 -1.12 2.818 0.12 0.3 1 15 22 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9316 K HATDSVYDRIER A 3 1460.7008 1460.7082 0.0073 0 5.03 2.052 0.185 1.1 89 16 44 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9294 K HATDSVYDRIER A 3 1460.7008 1460.7045 0.0037 0 2.53 2.237 0.078 3.2 1 23 44 2 1 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 - MQDDTDTKHATDSVYDRIER A 4 2395.0710 2395.0690 -0.0020 0 -0.83 2.875 0.365 0 6 36 114 2 2 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 - MQDDTDTKHATDSVYDRIER A 4 2411.0710 2411.0651 -0.0059 0 -2.44 3.611 0.299 0 1 41 114 2 2 1 M[147]QDDTDTKHATDSVYDRIER
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 - MQDDTDTKHATDSVYDRIER A 4 2395.0710 2395.0722 0.0012 0 0.50 3.322 0.444 0 7 34 114 2 2 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 - MQDDTDTKHATDSVYDRIER A 4 2411.0710 2411.0646 -0.0064 0 -2.65 2.965 0.347 0 1 40 114 2 2 1 M[147]QDDTDTKHATDSVYDRIER
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 1 - MQDDTDTKHATDSVYDRIER A 3 2395.0710 2395.0697 -0.0014 0 -0.57 3.663 0.331 0 1 30 76 2 2 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9995 - MQDDTDTKHATDSVYDRIER A 3 2411.0710 2411.0681 -0.0029 0 -1.20 3.053 0.238 0 1 29 76 2 2 1 M[147]QDDTDTKHATDSVYDRIER
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9990 - MQDDTDTKHATDSVYDRIER A 5 2395.0710 2395.0703 -0.0007 0 -0.31 2.636 0.208 0.3 6 44 152 2 2 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9963 - MQDDTDTKHATDSVYDRIER A 2 2395.0710 2396.0707 0.9996 -1.0034 -1.55 3.005 0.279 0 1 13 38 2 2 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9534 - MQDDTDTKHATDSVYDRIER A 5 2395.0710 2395.0706 -0.0004 0 -0.18 2.634 0.199 0.4 293 35 152 2 2 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9946 D PMLHDSLHNFR H 3 1365.6612 1365.6623 0.0011 0 0.82 3.134 0.272 0 8 19 40 1 0 1
Q5UYB1_HALMA 1 Hypothetical protein rrnAC3016 rrnAC3016 68 45.6 4 27 0.9629 D PMLHDSLHNFR H 3 1365.6612 1365.6640 0.0028 0 2.03 2.675 0.225 0.2 3 22 40 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9898 D PEHVELPAREPPLR S 4 1638.8842 1638.8848 0.0006 0 0.37 2.69 0.223 0.2 1 33 78 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 1 M ADDHHEEDRPDYDPEHVELPAR E 3 2641.1429 2641.1420 -0.0009 0 -0.35 4.928 0.423 0 1 36 84 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 1 M ADDHHEEDRPDYDPEHVELPAR E 4 2641.1429 2641.1442 0.0013 0 0.50 3.484 0.432 0 1 43 126 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 1 M ADDHHEEDRPDYDPEHVELPAR E 3 2641.1429 2641.1468 0.0038 0 1.45 5.942 0.42 0 1 35 84 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 1 M ADDHHEEDRPDYDPEHVELPAR E 3 2641.1429 2641.1444 0.0014 0 0.55 5.86 0.459 0 1 35 84 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9985 M ADDHHEEDRPDYDPEHVELPAR E 4 2641.1429 2641.1464 0.0035 0 1.33 3.644 0.269 0 1 43 126 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9983 M ADDHHEEDRPDYDPEHVELPAR E 4 2641.1429 2641.1413 -0.0016 0 -0.61 3.479 0.266 0 1 40 126 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9978 M ADDHHEEDRPDYDPEHVELPAR E 4 2641.1429 2641.1452 0.0023 0 0.87 3.735 0.251 0.1 1 39 126 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9961 M ADDHHEEDRPDYDPEHVELPAR E 2 2641.1429 2642.1454 1.0025 -1.0034 -0.31 3.373 0.353 0 1 22 42 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9924 M ADDHHEEDRPDYDPEHVELPAR E 5 2641.1429 2641.1474 0.0045 0 1.69 4.01 0.201 0.2 1 50 168 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9803 M ADDHHEEDRPDYDPEHVELPAR E 5 2641.1429 2641.1440 0.0011 0 0.42 3.676 0.155 0.4 1 50 168 1 0 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 1 M ADDHHEEDRPDYDPEHVELPAREPPLR S 5 3233.4762 3233.4777 0.0015 0 0.46 3.122 0.369 0 1 54 208 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9960 M ADDHHEEDRPDYDPEHVELPAREPPLR S 5 3233.4762 3233.4789 0.0027 0 0.84 2.653 0.27 0.3 1 51 208 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9946 M ADDHHEEDRPDYDPEHVELPAREPPLR S 3 3233.4762 3234.4882 1.0119 -1.0034 2.66 3.446 0.366 0 1 28 104 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9929 M ADDHHEEDRPDYDPEHVELPAREPPLR S 4 3233.4762 3233.4780 0.0018 0 0.54 4.122 0.229 0 1 44 156 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9900 M ADDHHEEDRPDYDPEHVELPAREPPLR S 3 3233.4762 3235.4650 1.9888 -2.0067 -5.55 3.818 0.341 0 3 24 104 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9855 M ADDHHEEDRPDYDPEHVELPAREPPLR S 5 3233.4762 3234.4636 0.9874 -1.0034 -4.93 2.913 0.263 0.1 1 51 208 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9839 M ADDHHEEDRPDYDPEHVELPAREPPLR S 5 3233.4762 3234.4636 0.9874 -1.0034 -4.93 2.582 0.269 0.2 1 49 208 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9721 M ADDHHEEDRPDYDPEHVELPAREPPLR S 5 3233.4762 3233.4789 0.0027 0 0.84 3.016 0.237 0.2 6 45 208 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9475 M ADDHHEEDRPDYDPEHVELPAREPPLR S 5 3233.4762 3234.4636 0.9874 -1.0034 -4.93 2.321 0.21 0.4 1 55 208 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9349 M ADDHHEEDRPDYDPEHVELPAREPPLR S 4 3233.4762 3233.4787 0.0025 0 0.77 3.989 0.135 0 1 42 156 1 1 1
Q5V2D0_HALMA 1 Hypothetical protein rrnAC1393 rrnAC1393 80 33.8 3 27 0.9946 D PEHVELPAREPPLR S 4 1638.8842 1638.8859 0.0017 0 1.04 2.856 0.248 0.3 1 35 78 1 1 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9949 R QHAWDASLATDDAGNNRLSR H 3 2197.0260 2197.0283 0.0023 0 1.03 2.457 0.198 0.2 1 28 76 2 1 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9999 M ALAPFEDPELDTPDALLHLASDDER A 3 2749.3082 2749.3114 0.0031 0 1.14 2.911 0.459 0 1 33 96 1 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9999 R AVIAAEEALK G 2 1013.5757 1013.5771 0.0013 0 1.32 2.558 0.291 0 1 16 18 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R DTVNDHEMSATFEGVLR E 3 1919.8683 1919.8716 0.0033 0 1.71 4.199 0.401 0 1 26 64 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R DTVNDHEMSATFEGVLR E 3 1919.8683 1919.8679 -0.0004 0 -0.20 3.809 0.408 0 1 27 64 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R DTVNDHEMSATFEGVLR E 2 1919.8683 1919.8717 0.0034 0 1.75 5.714 0.53 0 1 24 32 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R DTVNDHEMSATFEGVLR E 2 1935.8683 1935.8712 0.0029 0 1.48 4.535 0.517 0 1 22 32 2 0 1 DTVNDHEM[147]SATFEGVLR
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9999 R DTVNDHEMSATFEGVLR E 3 1919.8683 1919.8747 0.0064 0 3.33 3.327 0.251 0 3 24 64 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9997 R DTVNDHEMSATFEGVLR E 3 1935.8683 1935.8668 -0.0015 0 -0.80 3.051 0.186 0.2 1 27 64 2 0 1 DTVNDHEM[147]SATFEGVLR
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 K GNRDTVNDHEMSATFEGVLR E 3 2247.0338 2247.0384 0.0046 0 2.04 3.947 0.346 0 1 33 76 2 1 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 K GNRDTVNDHEMSATFEGVLR E 4 2247.0338 2247.0358 0.0020 0 0.90 3.033 0.272 0 1 35 114 2 1 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9993 K GNRDTVNDHEMSATFEGVLR E 4 2263.0338 2263.0290 -0.0048 0 -2.13 2.837 0.141 0.4 1 40 114 2 1 1 GNRDTVNDHEM[147]SATFEGVLR
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9938 K GNRDTVNDHEMSATFEGVLR E 4 2247.0338 2247.0366 0.0027 0 1.22 2.188 0.061 5.8 1 31 114 2 1 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9812 K GNRDTVNDHEMSATFEGVLR E 4 2247.0338 2247.0344 0.0005 0 0.24 2.384 0.122 3.1 19 29 114 2 1 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 D PELDTPDALLHLASDDER A 3 2005.9592 2005.9612 0.0020 0 0.99 4.151 0.462 0 1 34 68 1 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R QHAWDASLATDDAGNNR L 3 1840.8088 1840.8118 0.0030 0 1.61 4.207 0.427 0 1 29 64 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R QHAWDASLATDDAGNNR L 3 1840.8088 1840.8123 0.0035 0 1.91 3.507 0.389 0 1 30 64 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R QHAWDASLATDDAGNNR L 2 1840.8088 1840.8091 0.0002 0 0.13 3.954 0.565 0 1 21 32 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R QHAWDASLATDDAGNNR L 3 1840.8088 1840.8089 0.0000 0 0.02 3.357 0.44 0 1 28 64 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 1 R QHAWDASLATDDAGNNR L 2 1840.8088 1840.8122 0.0034 0 1.85 4.787 0.557 0 1 23 32 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9999 R QHAWDASLATDDAGNNR L 3 1840.8088 1841.7982 0.9893 -1.0034 -7.61 3.747 0.247 0 1 26 64 2 0 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9991 R QHAWDASLATDDAGNNRLSR H 3 2197.0260 2197.0292 0.0032 0 1.44 2.376 0.272 0.1 1 32 76 2 1 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9972 R QHAWDASLATDDAGNNRLSR H 4 2197.0260 2197.0244 -0.0017 0 -0.76 2.489 0.089 1.2 1 36 114 2 1 1
Q5V5H4_HALMA 1 Hypothetical protein rrnAC0160 rrnAC0160 227 33 8 27 0.9940 R QHAWDASLATDDAGNNRLSR H 4 2197.0260 2197.0280 0.0020 0 0.91 2.416 0.138 1.4 8 29 114 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R TDLKIPANQDVAFR V 3 1586.8416 1586.8408 -0.0008 0 -0.49 4.409 0.417 0 1 27 52 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R DWLHAFHVPGLGLK S 3 1588.8514 1588.8523 0.0008 0 0.52 3.806 0.259 0.1 1 26 52 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R DWLHAFHVPGLGLK S 3 1588.8514 1588.8519 0.0005 0 0.29 3.551 0.25 0 1 29 52 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R DWLHAFHVPGLGLK S 3 1588.8514 1588.8550 0.0036 0 2.25 3.737 0.265 0 1 26 52 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R DWLHAFHVPGLGLK S 3 1588.8514 1588.8524 0.0010 0 0.64 3.732 0.279 0 1 30 52 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R DWLHAFHVPGLGLK S 3 1588.8514 1588.8563 0.0049 0 3.06 3.635 0.23 0.2 1 25 52 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9335 R DWLHAFHVPGLGLK S 3 1588.8514 1588.8508 -0.0006 0 -0.40 2.312 0.054 2.5 13 19 52 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R FRNQEEALPTQENR R 2 1730.8336 1730.8360 0.0024 0 1.39 4.861 0.404 0 1 22 26 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R FRNQEEALPTQENR R 2 1730.8336 1730.8357 0.0020 0 1.18 4.886 0.355 0 1 23 26 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9956 R FRNQEEALPTQENR R 3 1730.8336 1730.8342 0.0006 0 0.36 2.489 0.181 1.1 1 30 52 2 1 1



Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9955 R FRNQEEALPTQENR R 3 1730.8336 1730.8335 -0.0001 0 -0.06 2.161 0.216 3.3 1 28 52 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9992 R FRNQEEALPTQENRR L 4 1886.9347 1886.9379 0.0032 0 1.70 3.22 0.172 0.9 3 31 84 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 K IPANQDVAFR V 2 1129.5880 1129.5884 0.0003 0 0.29 3.426 0.4 0 1 16 18 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 K IPANQDVAFR V 2 1129.5880 1129.5875 -0.0005 0 -0.47 3.599 0.342 0 1 17 18 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 K IPANQDVAFR V 2 1129.5880 1129.5887 0.0007 0 0.62 3.497 0.392 0 2 16 18 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 K IPANQDVAFR V 2 1129.5880 1129.5890 0.0009 0 0.83 3.541 0.424 0 1 17 18 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9997 K SDAFPGQYNR L 2 1153.5152 1153.5054 -0.0098 0 -8.47 2.433 0.236 0.1 1 13 18 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9311 K SDAFPGQYNR L 2 1153.5152 1154.5854 1.0702 -1.0034 57.97 2.031 0.173 0.5 17 11 18 2 0 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R TDLKIPANQDVAFR V 3 1586.8416 1586.8423 0.0007 0 0.43 4.583 0.416 0 1 28 52 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R TDLKIPANQDVAFR V 3 1586.8416 1586.8419 0.0003 0 0.20 4.87 0.448 0 1 29 52 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R TDLKIPANQDVAFR V 3 1586.8416 1586.8432 0.0016 0 1.01 5.182 0.421 0 1 32 52 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9998 R TDLKIPANQDVAFR V 2 1586.8416 1586.8420 0.0004 0 0.25 2.676 0.366 0 1 20 26 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9998 R TDLKIPANQDVAFR V 2 1586.8416 1586.8436 0.0020 0 1.25 3.01 0.343 0 1 17 26 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 1 R VTSRDWLHAFHVPGLGLK S 4 2032.1006 2032.1027 0.0021 0 1.04 3.057 0.386 0 1 41 102 2 1 1
Q5V5S7_HALMA 1 Cytochrome c oxidase polypeptide II (EC 1.9.3.1) coxB1 rrnAC0043 253 27.3 8 27 0.9997 R VTSRDWLHAFHVPGLGLK S 3 2032.1006 2033.4682 1.3675 -1.0034 179.22 3.17 0.285 0.1 1 23 68 2 1 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R DGMSVFDGILQATIDPELR Y 2 2092.0197 2092.0255 0.0058 0 2.75 4.45 0.523 0 1 25 36 2 0 1 DGM[147]SVFDGILQATIDPELR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R APPLPENRPDAVYYPTHYEGMK M 3 2544.2107 2544.2082 -0.0026 0 -1.01 4.131 0.383 0 1 36 84 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R APPLPENRPDAVYYPTHYEGMK M 3 2544.2107 2544.2147 0.0040 0 1.58 4.589 0.49 0 1 33 84 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R APPLPENRPDAVYYPTHYEGMK M 3 2544.2107 2544.2146 0.0038 0 1.51 4.598 0.549 0 1 35 84 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 0.9999 R APPLPENRPDAVYYPTHYEGMK M 3 2560.2107 2561.1982 0.9874 -1.0034 -6.21 3.266 0.274 0 1 30 84 2 0 1 APPLPENRPDAVYYPTHYEGM[147]K
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R DGMSVFDGILQATIDPELR Y 3 2092.0197 2092.0144 -0.0054 0 -2.56 3.791 0.29 0 2 23 72 2 0 1 DGM[147]SVFDGILQATIDPELR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R DGMSVFDGILQATIDPELR Y 3 2092.0197 2092.0169 -0.0028 0 -1.34 4.556 0.494 0 1 35 72 2 0 1 DGM[147]SVFDGILQATIDPELR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R DGMSVFDGILQATIDPELR Y 3 2092.0197 2092.0178 -0.0019 0 -0.90 4.759 0.459 0 1 30 72 2 0 1 DGM[147]SVFDGILQATIDPELR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R FGGDEEQRYLAVSPR T 3 1722.8325 1722.8314 -0.0011 0 -0.63 4.198 0.267 0 1 29 56 2 1 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R FGGDEEQRYLAVSPR T 3 1722.8325 1722.8320 -0.0005 0 -0.31 3.526 0.281 0.1 1 28 56 2 1 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 0.9921 K FVVTILEDASR F 2 1248.6714 1248.6654 -0.0060 0 -4.84 2.02 0.151 2.1 2 15 20 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 K FVVTILEDASRFGGDEEQR Y 3 2167.0545 2167.0583 0.0038 0 1.75 3.851 0.342 0 1 28 72 2 1 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 K FVVTILEDASRFGGDEEQR Y 3 2167.0545 2168.0482 0.9936 -1.0034 -4.48 3.977 0.389 0 1 30 72 2 1 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R HEGYETAFVDMPDVQVTL - 2 2049.9353 2049.9366 0.0013 0 0.63 4.506 0.52 0 1 24 34 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R HEGYETAFVDMPDVQVTL - 2 2065.9353 2066.9454 1.0101 -1.0034 3.28 4.405 0.511 0 1 21 34 2 0 1 HEGYETAFVDM[147]PDVQVTL
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R HEGYETAFVDMPDVQVTL - 2 2049.9353 2049.9337 -0.0016 0 -0.80 3.991 0.296 0.1 1 22 34 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R HEGYETAFVDMPDVQVTL - 2 2049.9353 2049.9337 -0.0016 0 -0.80 3.272 0.48 0 1 20 34 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R HEGYETAFVDMPDVQVTL - 2 2049.9353 2049.9391 0.0037 0 1.82 4.43 0.527 0 1 22 34 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R HEGYETAFVDMPDVQVTL - 2 2049.9353 2049.9374 0.0020 0 0.99 4.669 0.528 0 1 24 34 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R TMLPMMSLSGTLHR D 3 1621.7779 1621.7649 -0.0130 0 -8.02 3.041 0.395 0 1 30 52 2 0 1 TM[147]LPM[147]M[147]SLSGTLHR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 1 R TMLPMMSLSGTLHR D 3 1621.7779 1621.7624 -0.0156 0 -9.60 3.554 0.359 0 1 25 52 2 0 1 TM[147]LPM[147]M[147]SLSGTLHR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 0.9998 R TMLPMMSLSGTLHR D 3 1589.7779 1589.7696 -0.0083 0 -5.23 2.786 0.21 0.3 1 27 52 2 0 1 TM[147]LPMMSLSGTLHR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 0.9997 R TMLPMMSLSGTLHR D 3 1573.7779 1573.7797 0.0018 0 1.16 1.986 0.342 0.1 20 21 52 2 0 1
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 0.9921 R TMLPMMSLSGTLHR D 3 1605.7779 1605.7699 -0.0080 0 -4.99 3.631 0.317 0 1 29 52 2 0 1 TM[147]LPM[147]MSLSGTLHR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 0.9868 R TMLPMMSLSGTLHR D 3 1605.7779 1605.7701 -0.0078 0 -4.87 3.316 0.248 0 1 24 52 2 0 1 TM[147]LPM[147]MSLSGTLHR
Q5V747_HALMA 1 Hypothetical protein pNG6087 pNG6087 353 28 7 27 0.9755 R TMLPMMSLSGTLHR D 3 1573.7779 1573.7785 0.0005 0 0.34 1.894 0.142 0.5 5 22 52 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9910 A DGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 5 3134.3562 3134.3508 -0.0054 0 -1.72 3.771 0.207 0.1 1 55 240 1 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 1 R AAFALLAAGFGVK A 3 1234.7074 1234.7095 0.0021 0 1.70 3.059 0.334 0 1 21 48 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 1 R AAFALLAAGFGVK A 2 1234.7074 1234.7081 0.0007 0 0.55 3.609 0.305 0 1 20 24 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 1 R AAFALLAAGFGVK A 3 1234.7074 1234.7182 0.0107 0 8.70 3.74 0.268 0 1 25 48 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 1 R AAFALLAAGFGVK A 2 1234.7074 1234.7088 0.0014 0 1.14 3.572 0.426 0 1 19 24 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9994 R AAFALLAAGFGVK A 3 1234.7074 1235.9782 1.2707 -1.0034 216.57 2.439 0.301 0.1 16 18 48 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9891 R AAFALLAAGFGVK A 2 1234.7074 1234.7054 -0.0020 0 -1.60 2.147 0.197 1.1 30 14 24 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9997 K AALMPVHSWLPDAMVAPTPVSGLLHAVAVVK S 4 3192.7242 3192.7307 0.0064 0 2.02 3.055 0.153 0.4 1 37 180 2 0 1 AALM[147]PVHSWLPDAMVAPTPVSGLLHAVAVVK
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9998 R ADGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 5 3205.3933 3205.3863 -0.0070 0 -2.20 2.944 0.221 0.5 1 59 248 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9997 R ADGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 5 3205.3933 3205.3906 -0.0028 0 -0.86 2.932 0.194 0.9 1 57 248 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9987 R ADGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 4 3205.3933 3206.4109 1.0176 -1.0034 4.44 3.378 0.271 0 32 38 186 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9986 A DGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 5 3134.3562 3134.3581 0.0019 0 0.61 4.306 0.307 0 1 65 240 1 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9986 A DGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 5 3134.3562 3134.3560 -0.0002 0 -0.07 3.705 0.325 0.1 1 62 240 1 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9980 A DGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 5 3134.3562 3134.3569 0.0007 0 0.22 4.153 0.29 0.1 1 61 240 1 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9967 A DGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 4 3134.3562 3134.3601 0.0038 0 1.22 2.988 0.272 0.6 2 38 180 1 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9361 A DGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 5 3134.3562 3134.3539 -0.0023 0 -0.75 3.407 0.295 0.3 39 54 240 1 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9239 A DGGEDHESGAADGHSDGGEVPKPEHVDHLGK H 5 3134.3562 3135.3636 1.0074 -1.0034 1.29 3.502 0.166 0.5 1 59 240 1 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9995 R EGVTITVAVAK F 2 1086.6285 1086.6324 0.0039 0 3.59 2.602 0.185 0 1 16 20 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9990 R IVDTIVGNLPGVMA - 2 1397.7588 1397.7654 0.0066 0 4.74 2.366 0.207 0.2 1 16 26 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9688 R IVDTIVGNLPGVMA - 2 1397.7588 1397.7654 0.0066 0 4.74 2.199 0.093 0.7 7 13 26 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9787 K SGVFGIAR V 2 805.4446 805.4447 0.0001 0 0.06 1.985 0.049 0.6 1 12 14 2 0 1
Q5UX06_HALMA 1 NADH dehydrogenase I L subunit nuoL1 rrnAC3530 565 19.3 7 26 0.9668 K SGVFGIAR V 2 805.4446 805.4446 0.0000 0 -0.01 1.849 0.055 0.3 1 13 14 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R FNFTMLADTAR Q 2 1285.6125 1286.6054 0.9929 -1.0034 -8.11 2.861 0.406 0 1 16 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R FNFTMLADTAR Q 2 1285.6125 1285.6147 0.0022 0 1.71 3.259 0.482 0 1 16 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R FNFTMLADTAR Q 2 1301.6125 1301.6085 -0.0040 0 -3.10 3.452 0.27 0 2 15 20 2 0 1 FNFTM[147]LADTAR
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R FNFTMLADTAR Q 2 1285.6125 1285.6147 0.0022 0 1.71 3.232 0.488 0 1 16 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R FNFTMLADTAR Q 2 1301.6125 1301.6096 -0.0029 0 -2.25 2.632 0.347 0 1 15 20 2 0 1 FNFTM[147]LADTAR
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R FNFTMLADTAR Q 2 1301.6125 1301.6091 -0.0034 0 -2.63 3.389 0.275 0 1 17 20 2 0 1 FNFTM[147]LADTAR
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R FNFTMLADTAR Q 2 1285.6125 1285.6139 0.0013 0 1.04 3.67 0.455 0 1 16 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R FNFTMLADTAR Q 2 1301.6125 1301.6101 -0.0024 0 -1.88 3.158 0.365 0 1 16 20 2 0 1 FNFTM[147]LADTAR
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9994 R FNFTMLADTAR Q 2 1285.6125 1286.6565 1.0439 -1.0034 31.58 2.394 0.305 0.2 1 15 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9993 R FNFTMLADTAR Q 2 1285.6125 1286.6054 0.9929 -1.0034 -8.11 2.061 0.355 0.1 1 14 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9992 R FNFTMLADTAR Q 2 1285.6125 1285.6146 0.0021 0 1.61 3.033 0.095 0.5 1 16 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9984 R FNFTMLADTAR Q 2 1285.6125 1285.6147 0.0022 0 1.71 3.04 0.052 0.4 1 16 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9937 R FNFTMLADTAR Q 2 1285.6125 1285.9254 0.3129 0 243.40 1.901 0.17 0.9 1 14 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9921 R FNFTMLADTAR Q 2 1285.6125 1287.2854 1.6729 -2.0067 -259.62 2.287 0.238 0.2 5 12 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9881 R FNFTMLADTAR Q 3 1285.6125 1286.6186 1.0060 -1.0034 2.08 2.921 0.09 0.4 3 20 40 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9999 K MGTYALLR F 2 923.4898 923.4913 0.0015 0 1.61 2.249 0.304 0.1 1 13 14 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9999 K MGTYALLR F 2 923.4898 923.4903 0.0005 0 0.55 2.631 0.212 0.1 1 13 14 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 0.9998 K MGTYALLR F 2 923.4898 923.4913 0.0015 0 1.61 2.164 0.277 0.2 1 13 14 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R MVGDMSGLADR M 2 1150.5111 1150.5119 0.0008 0 0.71 2.97 0.344 0 1 19 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R MVGDMSGLADR M 2 1150.5111 1150.5100 -0.0011 0 -0.99 3.309 0.445 0 1 19 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R MVGDMSGLADR M 2 1150.5111 1150.5114 0.0003 0 0.28 3.309 0.466 0 1 18 20 2 0 1
Q5V270_HALMA 1 NADH dehydrogenase subunit 4 ndhD rrnAC1456 511 5.9 3 26 1 R MVGDMSGLADR M 2 1150.5111 1150.5121 0.0009 0 0.81 3.159 0.414 0 1 18 20 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 0.9992 R ARENGTIVNVSSVAGR I 3 1628.8594 1628.8584 -0.0010 0 -0.62 2.977 0.213 0.1 1 24 60 2 1 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 0.9782 R ARENGTIVNVSSVAGR I 3 1628.8594 1629.8482 0.9887 -1.0034 -8.97 2.409 0.205 0.3 4 24 60 2 1 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 0.9998 R ASAEAFLADDWTVWATAR E 3 1979.9377 1980.9382 1.0004 -1.0034 -1.47 3.234 0.247 0.3 2 21 68 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 K FALEGLSDALR M 2 1190.6295 1190.6329 0.0034 0 2.84 3.602 0.428 0 1 19 20 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 K FALEGLSDALR M 2 1190.6295 1190.6318 0.0023 0 1.92 3.715 0.417 0 1 19 20 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 K FALEGLSDALR M 2 1190.6295 1190.6286 -0.0009 0 -0.75 3.52 0.417 0 1 17 20 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 0.9991 K FALEGLSDALR M 2 1190.6295 1190.6318 0.0023 0 1.92 3.422 0.036 1 1 19 20 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 K TVLITGASSGIGR A 2 1230.6932 1230.6960 0.0028 0 2.27 4.016 0.522 0 1 22 24 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 K TVLITGASSGIGR A 2 1230.6932 1230.6946 0.0013 0 1.08 3.729 0.51 0 1 22 24 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 K TVLITGASSGIGR A 2 1230.6932 1230.6927 -0.0005 0 -0.41 4.174 0.486 0 1 21 24 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 K TVLITGASSGIGR A 2 1230.6932 1230.6954 0.0022 0 1.77 3.982 0.534 0 1 21 24 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 0.9264 K TVLITGASSGIGR A 2 1230.6932 1232.6254 1.9322 -2.0067 -60.52 2.201 0.117 3 2 16 24 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 0.9971 R WRDAAFGVIR K 2 1189.6356 1189.6364 0.0008 0 0.69 2.534 0.229 0.2 2 14 18 2 1 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 3 2117.1343 2117.1383 0.0039 0 1.86 3.261 0.251 0 1 34 72 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 3 2133.1343 2133.1364 0.0021 0 0.96 3.89 0.416 0 1 33 72 2 0 1 YPVGQGAQLLLM[147]LDYLPAR
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 3 2133.1343 2133.1309 -0.0034 0 -1.61 3.649 0.391 0 1 27 72 2 0 1 YPVGQGAQLLLM[147]LDYLPAR
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 2 2117.1343 2117.1402 0.0059 0 2.79 6.255 0.573 0 1 27 36 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 3 2117.1343 2117.1372 0.0028 0 1.34 3.361 0.25 0 1 31 72 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 2 2117.1343 2117.6054 0.4711 0 222.53 3.243 0.389 0 2 15 36 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 2 2117.1343 2118.1054 0.9711 -1.0034 -15.22 4.248 0.489 0 1 16 36 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 3 2117.1343 2117.1405 0.0061 0 2.90 3.611 0.256 0 1 30 72 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 2 2117.1343 2117.1366 0.0022 0 1.06 6.471 0.563 0 1 27 36 2 0 1



Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 2 2117.1343 2117.1397 0.0054 0 2.56 6.422 0.553 0 1 27 36 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 1 R YPVGQGAQLLLMLDYLPAR W 2 2117.1343 2117.1441 0.0098 0 4.64 6.374 0.561 0 1 28 36 2 0 1
Q5V473_HALMA 1 Short-chain dehydrogenase\oxidoreductase yusZ4 rrnAC0677 274 31.8 6 26 0.9997 R YPVGQGAQLLLMLDYLPAR W 3 2117.1343 2117.1403 0.0060 0 2.81 2.716 0.222 0 1 23 72 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 0.9935 R EMDAEALKDTEAR I 3 1477.6718 1477.6733 0.0014 0 0.98 1.827 0.266 1.9 4 19 48 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R DGGGGITSPPVGASADDIVEQIER A 2 2339.1241 2339.1346 0.0105 0 4.49 5.466 0.578 0 1 30 46 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R EGSIVGSIGVVGSR V 2 1315.7096 1315.7134 0.0037 0 2.83 3.411 0.408 0 1 18 26 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R EGSIVGSIGVVGSR V 2 1315.7096 1315.7054 -0.0042 0 -3.17 3.169 0.306 0 1 17 26 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R EGSIVGSIGVVGSR V 2 1315.7096 1315.7054 -0.0042 0 -3.17 2.803 0.352 0 1 15 26 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R EMDAEALKDTEAR I 2 1477.6718 1477.6744 0.0026 0 1.75 3.602 0.359 0 1 16 24 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 0.9999 R EMDAEALKDTEAR I 2 1477.6718 1477.6760 0.0042 0 2.83 3.165 0.342 0 1 17 24 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 0.9634 R EMDAEALKDTEAR I 3 1477.6718 1477.6730 0.0012 0 0.79 1.995 0.144 1.1 1 24 48 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 K EMTADEREYLQSIVDDYYDQFIDTVAEGR E 3 3470.5460 3472.5382 1.9921 -2.0067 -4.19 6.725 0.621 0 1 47 112 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 0.9985 R GSEALLLK L 2 829.4909 829.4923 0.0014 0 1.64 2.241 0.145 0.2 1 13 14 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R IGSNIAGSLLPAHNVAEVAVEGPISR D 3 2570.3816 2570.3867 0.0051 0 1.99 5.805 0.492 0 1 40 100 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R IGSNIAGSLLPAHNVAEVAVEGPISR D 3 2570.3816 2570.3946 0.0130 0 5.05 5.718 0.497 0 1 40 100 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R IGSNIAGSLLPAHNVAEVAVEGPISR D 2 2570.3816 2570.3856 0.0040 0 1.54 5.92 0.528 0 1 25 50 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R IGSNIAGSLLPAHNVAEVAVEGPISR D 3 2570.3816 2570.3845 0.0029 0 1.14 5.863 0.502 0 1 44 100 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R IGSNIAGSLLPAHNVAEVAVEGPISR D 3 2570.3816 2570.3880 0.0064 0 2.49 5.838 0.497 0 1 42 100 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 0.9992 R LGEDVTIKEYEPER G 2 1676.8257 1676.8244 -0.0013 0 -0.77 3.061 0.249 0 1 14 26 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R LGTRDDVEASLEQR L 2 1587.7852 1587.7853 0.0000 0 0.02 4.192 0.336 0 1 19 26 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R LGTRDDVEASLEQR L 3 1587.7852 1587.7849 -0.0003 0 -0.18 4.579 0.341 0 1 29 52 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R LGTRDDVEASLEQR L 3 1587.7852 1587.7868 0.0015 0 0.97 4.978 0.255 0 1 32 52 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 R LGTRDDVEASLEQR L 3 1587.7852 1587.7869 0.0017 0 1.09 4.818 0.243 0 1 30 52 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 0.9999 R LGTRDDVEASLEQR L 2 1587.7852 1587.7846 -0.0006 0 -0.37 4.012 0.293 0 1 19 26 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 0.9997 R LGTRDDVEASLEQR L 3 1587.7852 1587.7864 0.0012 0 0.74 3.401 0.202 0.1 1 30 52 2 1 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 K LNTPGGEIVPSEDIR I 2 1595.8155 1595.8177 0.0022 0 1.38 3.36 0.468 0 1 18 28 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 K LNTPGGEIVPSEDIR I 2 1595.8155 1595.8180 0.0024 0 1.53 3.212 0.492 0 1 20 28 2 0 1
Q5V4B4_HALMA 1 Putative signal peptide peptidase SppA (EC 3.4.21.-) sppA rrnAC0630 331 54.1 11 26 1 K LNTPGGEIVPSEDIR I 2 1595.8155 1595.8196 0.0040 0 2.53 3.566 0.506 0 1 20 28 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R AFVGENPTLNTYDDNFDRGTIATLVR G 3 2898.4148 2899.4182 1.0033 -1.0034 0.00 3.843 0.435 0 1 36 100 2 1 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R AFVGENPTLNTYDDNFDRGTIATLVR G 3 2898.4148 2898.4178 0.0030 0 1.03 4.948 0.258 0 1 33 100 2 1 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R AFVGENPTLNTYDDNFDRGTIATLVR G 3 2898.4148 2898.4253 0.0105 0 3.62 4.129 0.466 0 1 36 100 2 1 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R AFVGENPTLNTYDDNFDRGTIATLVR G 3 2898.4148 2898.4174 0.0026 0 0.90 3.861 0.415 0 1 32 100 2 1 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9938 R FRSTSEEEASPSHESEFPPQEQTGSSNIGR L 3 3306.4661 3307.4782 1.0120 -1.0034 2.63 2.628 0.233 0.1 1 25 116 2 1 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9107 R GTIATLVR G 2 829.5021 829.5054 0.0033 0 4.01 1.918 0.013 9.5 4 11 14 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9932 R MSEVDDVEQVISPADQVR A 2 2031.9470 2033.6454 1.6984 -2.0067 -151.71 2.829 0.207 0.2 7 14 34 2 0 1 M[147]SEVDDVEQVISPADQVR
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R STSEEEASPSHESEFPPQEQTGSSNIGR L 3 3003.2966 3003.3070 0.0104 0 3.46 5.226 0.32 0 1 37 108 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R STSEEEASPSHESEFPPQEQTGSSNIGR L 3 3003.2966 3003.2977 0.0011 0 0.35 3.73 0.344 0 1 34 108 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R STSEEEASPSHESEFPPQEQTGSSNIGR L 3 3003.2966 3003.2992 0.0025 0 0.84 5.25 0.383 0 1 42 108 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9998 R STSEEEASPSHESEFPPQEQTGSSNIGR L 3 3003.2966 3004.2982 1.0015 -1.0034 -0.60 3.13 0.283 0.2 2 26 108 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9980 R STSEEEASPSHESEFPPQEQTGSSNIGR L 3 3003.2966 3004.2982 1.0015 -1.0034 -0.60 2.859 0.202 0.3 1 30 108 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9906 R STSEEEASPSHESEFPPQEQTGSSNIGR L 3 3003.2966 3005.3182 2.0215 -2.0067 4.94 2.909 0.135 1.4 1 30 108 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9566 R STSEEEASPSHESEFPPQEQTGSSNIGR L 3 3003.2966 3003.2737 -0.0229 0 -7.63 2.166 0.1 1.1 4 22 108 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R SVAGGGDAVQYSILVSGEQLRDPDVLR W 3 2800.4355 2801.4382 1.0026 -1.0034 -0.25 4.212 0.373 0 1 33 104 2 1 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R SVAGGGDAVQYSILVSGEQLRDPDVLR W 3 2800.4355 2801.4382 1.0026 -1.0034 -0.25 3.982 0.382 0 1 35 104 2 1 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R VVGNPDSTVVTIVLEPGLTQQQSRPIYTDAINAK E 3 3622.9206 3623.9182 0.9975 -1.0034 -1.60 4.501 0.482 0 1 32 132 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R VVGNPDSTVVTIVLEPGLTQQQSRPIYTDAINAK E 4 3622.9206 3622.9235 0.0029 0 0.80 4.176 0.247 0 1 43 198 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R VVGNPDSTVVTIVLEPGLTQQQSRPIYTDAINAK E 4 3622.9206 3622.9260 0.0053 0 1.48 4.17 0.276 0 1 43 198 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R VVGNPDSTVVTIVLEPGLTQQQSRPIYTDAINAK E 3 3622.9206 3622.9352 0.0146 0 4.02 5.71 0.471 0 1 32 132 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R VVGNPDSTVVTIVLEPGLTQQQSRPIYTDAINAK E 3 3622.9206 3622.9253 0.0047 0 1.29 5.889 0.488 0 1 34 132 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 1 R VVGNPDSTVVTIVLEPGLTQQQSRPIYTDAINAK E 3 3622.9206 3624.9382 2.0175 -2.0067 2.99 5.387 0.461 0 1 30 132 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9454 R VVGNPDSTVVTIVLEPGLTQQQSRPIYTDAINAK E 4 3622.9206 3623.9309 1.0103 -1.0034 1.91 2.659 0.042 5.6 4 36 198 2 0 1
Q5V7M3_HALMA 1 Hypothetical protein pNG5069 pNG5069 760 25 10 26 0.9974 R YFEEVEQTGISR L 2 1456.6834 1456.6881 0.0047 0 3.20 2.25 0.263 0.2 44 13 22 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 R VLGDIDTSIKNSEFADWYPISK K 3 2497.2376 2497.2387 0.0010 0 0.42 6.164 0.462 0 1 38 84 2 1 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9938 R FALPIAAPLLPAVAIVIGYAAIAR E 3 2390.4453 2391.4629 1.0175 -1.0034 5.93 2.855 0.168 0.2 2 26 92 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9996 K ILLSLPYTR G 2 1074.6437 1074.6443 0.0005 0 0.50 2.511 0.233 0.1 5 12 16 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9992 K ILLSLPYTR G 2 1074.6437 1074.6452 0.0015 0 1.41 2.632 0.173 0.2 6 12 16 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9979 K ILLSLPYTR G 2 1074.6437 1074.6450 0.0013 0 1.18 2.229 0.191 0.1 6 11 16 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9966 K ILLSLPYTR G 2 1074.6437 1074.6445 0.0008 0 0.73 1.869 0.231 0.3 4 11 16 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 K NSEFADWYPISK K 2 1455.6670 1456.6854 1.0184 -1.0034 10.36 4.151 0.435 0 1 18 22 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 K NSEFADWYPISK K 2 1455.6670 1456.6854 1.0184 -1.0034 10.36 3.244 0.396 0 1 18 22 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9999 K NSEFADWYPISK K 2 1455.6670 1456.6854 1.0184 -1.0034 10.36 3.106 0.313 0 1 17 22 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9996 K NSEFADWYPISKK E 3 1583.7620 1583.7623 0.0003 0 0.17 2.307 0.233 0.6 1 23 48 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9921 K RVLGDIDTSIK N 2 1215.6823 1215.6784 -0.0039 0 -3.19 2.104 0.134 1 2 14 20 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 R TLVQEVLQGTPIR S 2 1452.8300 1452.8298 -0.0002 0 -0.15 3.864 0.367 0 1 21 24 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 R TLVQEVLQGTPIR S 2 1452.8300 1452.8321 0.0021 0 1.45 3.876 0.377 0 1 20 24 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 R TLVQEVLQGTPIR S 2 1452.8300 1452.8298 -0.0002 0 -0.15 3.64 0.384 0 1 20 24 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 R TLVQEVLQGTPIR S 2 1452.8300 1452.8312 0.0011 0 0.78 3.785 0.391 0 1 20 24 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9997 R TLVQEVLQGTPIR S 2 1452.8300 1452.8298 -0.0002 0 -0.15 3.565 0.102 0.4 1 19 24 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9997 R TLVQEVLQGTPIR S 2 1452.8300 1452.8332 0.0032 0 2.20 3.488 0.112 0.3 1 19 24 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9995 R TLVQEVLQGTPIR S 2 1452.8300 1452.8298 -0.0002 0 -0.15 3.342 0.104 0.5 1 20 24 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9993 R TLVQEVLQGTPIR S 2 1452.8300 1452.8319 0.0019 0 1.28 3.296 0.09 0.4 1 19 24 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9996 R VLGDIDTSIK N 2 1059.5812 1059.5826 0.0014 0 1.31 2.513 0.203 0 1 14 18 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9996 R VLGDIDTSIK N 2 1059.5812 1059.5825 0.0013 0 1.20 2.572 0.19 0 1 15 18 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 0.9994 R VLGDIDTSIK N 2 1059.5812 1059.5825 0.0013 0 1.20 2.555 0.188 0 2 14 18 2 0 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 R VLGDIDTSIKNSEFADWYPISK K 3 2497.2376 2497.2392 0.0016 0 0.64 6.479 0.445 0 1 39 84 2 1 1

Q5UY82_HALMA 1 ABC-type transport system involved in multi-copper enzyme
maturationpermease component nosY2 rrnAC3052 334 23.1 9 25 1 R VLGDIDTSIKNSEFADWYPISK K 3 2497.2376 2498.8582 1.6205 -2.0067 -154.63 4.198 0.362 0 1 33 84 2 1 1

Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9925 K TRVEPVSYNREDAVR E 3 1789.9071 1789.9065 -0.0007 0 -0.37 2.873 0.128 0.2 1 20 56 2 2 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 R AVLEEGDPFSSTNPDNR I 2 1846.8333 1847.8254 0.9921 -1.0034 -6.08 4.683 0.525 0 1 25 32 2 0 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 R AVLEEGDPFSSTNPDNR I 2 1846.8333 1846.8346 0.0012 0 0.67 4.54 0.411 0 1 23 32 2 0 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 R AVLEEGDPFSSTNPDNRIIMPATSFSQR G 3 3078.4716 3078.4630 -0.0086 0 -2.79 3.737 0.308 0 1 28 108 2 1 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 R ETIYGVENPAELYEAK E 2 1824.8781 1824.8835 0.0054 0 2.96 4.323 0.49 0 1 23 30 2 0 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 R FFPAALMAR R 2 1022.5371 1022.5370 -0.0002 0 -0.16 2.799 0.387 0 1 15 16 2 0 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9869 R FFPAALMAR R 2 1022.5371 1022.5454 0.0083 0 8.14 1.489 0.217 0.3 1 12 16 2 0 1



Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9759 R FFPAALMAR R 2 1038.5371 1038.5254 -0.0117 0 -11.24 1.683 0.146 0.7 2 13 16 2 0 1 FFPAALM[147]AR
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9053 R FFPAALMAR R 2 1038.5371 1038.5344 -0.0027 0 -2.62 1.529 0.102 3.9 2 12 16 2 0 1 FFPAALM[147]AR
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 R GYSEVYVIESTGTR A 2 1559.7467 1559.7454 -0.0013 0 -0.82 3.905 0.522 0 1 21 26 2 0 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 R GYSEVYVIESTGTR A 2 1559.7467 1559.7496 0.0029 0 1.85 3.787 0.528 0 1 21 26 2 0 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9997 K TRVEPVSYNREDAVR E 3 1789.9071 1789.9063 -0.0009 0 -0.48 2.911 0.249 0.1 1 23 56 2 2 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9984 K TRVEPVSYNREDAVR E 3 1789.9071 1789.9066 -0.0005 0 -0.27 2.62 0.212 0.4 1 22 56 2 2 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9678 K TRVEPVSYNREDAVR E 2 1789.9071 1789.9078 0.0007 0 0.38 2.706 0.221 0.6 94 12 28 2 2 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 K TRVEPVSYNREDAVRETIYGVENPAELYEAK E 4 3596.7747 3596.7861 0.0114 0 3.16 4.49 0.395 0 1 43 180 2 3 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9994 K TRVEPVSYNREDAVRETIYGVENPAELYEAK E 4 3596.7747 3597.7709 0.9962 -1.0034 -2.00 3.872 0.333 0 1 36 180 2 3 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9989 K TRVEPVSYNREDAVRETIYGVENPAELYEAK E 5 3596.7747 3596.7803 0.0056 0 1.56 3.109 0.202 0.1 1 51 240 2 3 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9945 K TRVEPVSYNREDAVRETIYGVENPAELYEAK E 5 3596.7747 3596.7889 0.0142 0 3.93 2.603 0.132 0.4 1 46 240 2 3 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9829 K TRVEPVSYNREDAVRETIYGVENPAELYEAK E 3 3596.7747 3597.7974 1.0227 -1.0034 5.37 3.698 0.289 0.1 2 28 120 2 3 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 K TRVEPVSYNREDAVRETIYGVENPAELYEAKEGR V 4 3938.9398 3938.9248 -0.0151 0 -3.83 5.434 0.437 0 1 48 198 2 4 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 1 K TRVEPVSYNREDAVRETIYGVENPAELYEAKEGR V 5 3938.9398 3938.9465 0.0066 0 1.69 4.346 0.437 0 1 59 264 2 4 1
Q5V593_HALMA 1 ABC transporter permease protein abcS-2 rrnAC0252 377 25.7 10 25 0.9999 R VEPVSYNREDAVRETIYGVENPAELYEAK E 3 3339.6259 3339.6201 -0.0058 0 -1.73 3.744 0.267 0 1 35 112 2 2 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9999 R SAPVAAVEFEDGDRR L 2 1617.7747 1617.7776 0.0028 0 1.75 3.259 0.254 0 5 13 28 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9995 R ASGVNAQLLTHDR N 3 1380.7110 1382.2882 1.5771 -2.0067 -311.11 2.981 0.199 0.2 1 26 48 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9970 R ASGVNAQLLTHDR N 3 1380.7110 1382.2882 1.5771 -2.0067 -311.11 2.561 0.222 0.2 15 21 48 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9927 R ASGVNAQLLTHDR N 3 1380.7110 1380.6982 -0.0129 0 -9.31 1.891 0.166 0.4 1 25 48 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R ASGVNAQLLTHDRNVAVVK L 3 1991.0912 1991.0916 0.0004 0 0.18 3.414 0.441 0 1 31 72 2 1 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R ASGVNAQLLTHDRNVAVVK L 3 1991.0912 1991.0936 0.0024 0 1.19 3.25 0.392 0 1 27 72 2 1 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9997 R ASGVNAQLLTHDRNVAVVK L 4 1991.0912 1991.0914 0.0002 0 0.08 2.588 0.222 0.3 3 39 108 2 1 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R GVAMNAVDHPFGGGGR Q 3 1540.7205 1540.7182 -0.0024 0 -1.53 2.929 0.348 0 1 29 60 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R GVAMNAVDHPFGGGGR Q 2 1540.7205 1540.7191 -0.0014 0 -0.93 4.75 0.548 0 1 23 30 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R GVAMNAVDHPFGGGGR Q 3 1540.7205 1540.7233 0.0028 0 1.83 2.72 0.304 0 1 27 60 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R GVAMNAVDHPFGGGGR Q 2 1556.7205 1556.7124 -0.0081 0 -5.23 3.584 0.35 0 1 16 30 2 0 1 GVAM[147]NAVDHPFGGGGR
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9997 R GVAMNAVDHPFGGGGR Q 3 1540.7205 1540.7230 0.0025 0 1.60 2.873 0.216 0.1 3 23 60 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9995 R GVAMNAVDHPFGGGGR Q 3 1556.7205 1555.7166 -1.0040 1 -2.54 2.623 0.383 0 1 25 60 2 0 1 GVAM[147]NAVDHPFGGGGR
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R KVEDGDVIAGTVVDIEHDPAR S 3 2234.1179 2236.1482 2.0302 -2.0067 10.54 5.623 0.43 0 1 37 80 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R KVEDGDVIAGTVVDIEHDPAR S 2 2234.1179 2234.1310 0.0130 0 5.83 6.416 0.488 0 1 30 40 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R KVEDGDVIAGTVVDIEHDPAR S 2 2234.1179 2234.1144 -0.0036 0 -1.60 6.514 0.495 0 1 30 40 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R KVEDGDVIAGTVVDIEHDPAR S 3 2234.1179 2236.1482 2.0302 -2.0067 10.54 4.984 0.401 0 1 33 80 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R KVEDGDVIAGTVVDIEHDPAR S 3 2234.1179 2236.1482 2.0302 -2.0067 10.54 5.199 0.355 0 1 35 80 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9744 R KVEDGDVIAGTVVDIEHDPAR S 3 2234.1179 2236.1482 2.0302 -2.0067 10.54 2.828 0.142 0.2 19 23 80 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9959 A PVAAVEFEDGDRR L 3 1459.7055 1460.3182 0.6126 -1.0034 -267.66 2.894 0.321 0 1 23 48 1 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R SAPVAAVEFEDGDRR L 2 1617.7747 1617.7761 0.0014 0 0.85 3.331 0.338 0 1 15 28 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 1 R SAPVAAVEFEDGDRR L 2 1617.7747 1617.7783 0.0036 0 2.21 3.099 0.353 0 2 14 28 2 0 1
RL2_HALMAReview 1 50S ribosomal protein L2P (Hmal2) (Hl4) rpl2p rrnAC1608 240 29.6 6 25 0.9997 R SAPVAAVEFEDGDRR L 2 1617.7747 1617.7765 0.0017 0 1.07 2.799 0.275 0.1 6 13 28 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 0.9844 R GIGAGVELITSMLPPAYTPSQR E 3 2257.1776 2257.1885 0.0109 0 4.82 2.375 0.171 0.9 46 22 84 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K AVGFGPLAGVLALAFK T 3 1529.8970 1529.9050 0.0080 0 5.23 3.434 0.359 0 1 24 60 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K AVGFGPLAGVLALAFK T 2 1529.8970 1529.9009 0.0038 0 2.50 4.934 0.52 0 1 23 30 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K AVGFGPLAGVLALAFK T 3 1529.8970 1529.8910 -0.0060 0 -3.93 4.632 0.462 0 1 32 60 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K AVGFGPLAGVLALAFK T 2 1529.8970 1529.8938 -0.0033 0 -2.12 5.063 0.552 0 1 23 30 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K AVGFGPLAGVLALAFK T 2 1529.8970 1529.8980 0.0010 0 0.67 4.286 0.566 0 1 23 30 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K AVGFGPLAGVLALAFK T 2 1529.8970 1529.8972 0.0002 0 0.11 4.119 0.544 0 1 21 30 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K AVGFGPLAGVLALAFK T 2 1529.8970 1529.8985 0.0015 0 0.99 4.384 0.586 0 1 23 30 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 0.9951 V GFGPLAGVLALAFK T 2 1359.7914 1359.7054 -0.0860 0 -63.23 2.887 0.289 0 1 16 26 1 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 R GIGAGVELITSMLPPAYTPSQR E 2 2257.1776 2257.1869 0.0092 0 4.09 4.161 0.501 0 1 20 42 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 R GIGAGVELITSMLPPAYTPSQR E 2 2257.1776 2257.1856 0.0080 0 3.55 4.055 0.514 0 1 22 42 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 R GIGAGVELITSMLPPAYTPSQR E 3 2257.1776 2257.1865 0.0089 0 3.93 3.527 0.297 0 3 31 84 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 R GIGAGVELITSMLPPAYTPSQR E 2 2257.1776 2257.1854 0.0078 0 3.47 3.206 0.391 0 1 17 42 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 R GIGAGVELITSMLPPAYTPSQR E 4 2257.1776 2258.1782 1.0005 -1.0034 -1.24 4.094 0.435 0 1 40 126 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 R GIGAGVELITSMLPPAYTPSQR E 2 2257.1776 2257.1844 0.0068 0 3.01 4.172 0.412 0 1 22 42 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 R GIGAGVELITSMLPPAYTPSQR E 4 2257.1776 2257.1733 -0.0043 0 -1.92 3.361 0.307 0.2 1 43 126 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 0.9997 R GIGAGVELITSMLPPAYTPSQR E 3 2273.1776 2273.1709 -0.0068 0 -2.98 2.93 0.227 0.1 2 28 84 2 0 1 GIGAGVELITSM[147]LPPAYTPSQR
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 0.9996 R GIGAGVELITSMLPPAYTPSQR E 3 2257.1776 2257.1841 0.0065 0 2.87 2.835 0.238 0.1 3 30 84 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 0.9159 R GIGAGVELITSMLPPAYTPSQR E 3 2273.1776 2273.1807 0.0031 0 1.37 2.491 0.057 1 25 24 84 2 0 1 GIGAGVELITSM[147]LPPAYTPSQR
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K LLAEEIEDIDR G 2 1314.6667 1314.6666 -0.0001 0 -0.09 3.896 0.386 0 1 18 20 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K LLAEEIEDIDR G 2 1314.6667 1314.6654 -0.0013 0 -0.97 2.691 0.402 0 1 18 20 2 0 1
Q5UW68_HALMA 1 Phosphonates ABC tranporter permease protein phnE rrnB0321 271 18.1 5 24 1 K LLAEEIEDIDR G 2 1314.6667 1314.6699 0.0032 0 2.41 3.434 0.447 0 1 18 20 2 0 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9876 R ASDTGTSDDVDVELLSDEERVER L 3 2536.1412 2536.1429 0.0017 0 0.66 2.246 0.189 0.2 1 30 88 2 1 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9316 R ASDTGTSDDVDVELLSDEERVER L 3 2536.1412 2536.1431 0.0019 0 0.73 2.143 0.122 0.2 1 28 88 2 1 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9973 R ASDTGTSDDVDVELLSDEERVERLLEENGGR M 4 3404.5815 3405.6109 1.0294 -1.0034 7.64 2.495 0.19 1.1 3 37 180 2 2 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9532 R ASDTGTSDDVDVELLSDEERVERLLEENGGR M 4 3404.5815 3405.5709 0.9894 -1.0034 -4.11 2.609 0.204 0.6 107 33 180 2 2 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 1 R DTGEQFAEEDGEGVWLPAFR E 2 2252.0022 2253.0254 1.0232 -1.0034 8.83 4.748 0.452 0 1 22 38 2 0 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9973 R EAKDEASTVTGREMEITDVER R 3 2365.1067 2365.1065 -0.0003 0 -0.11 2.537 0.218 1.2 1 28 80 2 2 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9701 R EMEITDVER R 2 1120.5070 1120.5105 0.0034 0 3.08 1.918 0.155 6.7 37 11 16 2 0 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 1 R FVISPPSGYGVESAPSAVDDGKLVFEGQR T 3 3007.4927 3007.5038 0.0111 0 3.68 3.481 0.531 0 1 42 112 2 1 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 1 R FVISPPSGYGVESAPSAVDDGKLVFEGQR T 3 3007.4927 3007.5071 0.0144 0 4.78 4.076 0.433 0 1 33 112 2 1 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 1 R FVISPPSGYGVESAPSAVDDGKLVFEGQR T 3 3007.4927 3007.4868 -0.0059 0 -1.98 4.298 0.465 0 1 34 112 2 1 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9999 R IGRENLISFPNEDITDFDE - 2 2223.0331 2225.0454 2.0123 -2.0067 2.53 4.84 0.357 0 1 21 36 2 1 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 1 K TGYTDALPSVGAENDDGDDSTGTAAR A 2 2555.0895 2556.0895 0.9999 -1.0034 -1.34 4.714 0.422 0 1 26 50 2 0 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9990 K VSQLLSSMDEEGRIDKLR I 3 2075.0681 2075.0698 0.0017 0 0.80 3.278 0.186 0 1 26 68 2 2 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9989 K VSQLLSSMDEEGRIDKLR I 3 2075.0681 2075.0683 0.0002 0 0.09 3.204 0.189 0.1 1 26 68 2 2 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9989 K VSQLLSSMDEEGRIDKLR I 3 2075.0681 2075.0725 0.0044 0 2.12 2.971 0.249 0.1 9 24 68 2 2 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9791 K VSQLLSSMDEEGRIDKLR I 4 2091.0681 2091.0651 -0.0030 0 -1.43 2.481 0.071 2.7 6 35 102 2 2 1 VSQLLSSM[147]DEEGRIDKLR
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9745 K VSQLLSSMDEEGRIDKLR I 4 2075.0681 2075.0683 0.0002 0 0.09 3.013 0.102 0.8 21 35 102 2 2 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9695 K VSQLLSSMDEEGRIDKLR I 4 2075.0681 2075.0666 -0.0015 0 -0.74 2.869 0.083 1.1 15 35 102 2 2 1
Q5UXZ7_HALMA 1 Hypothetical protein rrnAC3149 rrnAC3149 364 48.1 11 24 0.9545 K VSQLLSSMDEEGRIDKLR I 4 2091.0681 2091.0639 -0.0042 0 -2.01 2.628 0.052 2.1 10 33 102 2 2 1 VSQLLSSM[147]DEEGRIDKLR
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 K VLEDEYVDATVALGATDPR V 2 2032.9953 2033.0002 0.0049 0 2.41 4.348 0.494 0 1 22 36 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R APPGWLGPAPANQQLFGTDAAAR D 2 2305.1603 2305.1722 0.0119 0 5.16 5.346 0.528 0 1 30 44 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R APPGWLGPAPANQQLFGTDAAAR D 3 2305.1603 2305.1812 0.0209 0 9.04 3.852 0.316 0 1 28 88 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R APPGWLGPAPANQQLFGTDAAAR D 3 2305.1603 2305.1742 0.0139 0 6.03 3.761 0.422 0 1 30 88 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R APPGWLGPAPANQQLFGTDAAAR D 3 2305.1603 2305.1808 0.0205 0 8.89 4.728 0.48 0 1 33 88 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R APPGWLGPAPANQQLFGTDAAAR D 2 2305.1603 2305.1766 0.0163 0 7.07 4.877 0.572 0 1 31 44 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R ASPFLADLLTNR L 2 1316.7088 1316.7118 0.0029 0 2.23 3.168 0.473 0 1 18 22 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R ASPFLADLLTNR L 2 1316.7088 1316.7108 0.0020 0 1.49 3.2 0.495 0 2 17 22 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 0.9998 R ASPFLADLLTNR L 3 1316.7088 1316.7085 -0.0003 0 -0.21 3.015 0.197 0 2 22 44 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 0.9994 R ASPFLADLLTNR L 3 1316.7088 1316.7082 -0.0007 0 -0.50 2.423 0.228 0.3 5 19 44 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 0.9769 A ITVLGFNLLGDGMRDALDPR M 3 2172.1361 2172.1391 0.0030 0 1.38 3.901 0.228 0 1 33 76 1 1 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 0.9987 R LRASPFLADLLTNR L 3 1585.8940 1585.8964 0.0024 0 1.49 3.863 0.155 0.2 8 21 52 2 1 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R SLYGAWLALK F 2 1120.6281 1120.6305 0.0023 0 2.09 3.03 0.384 0 1 16 18 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 R SLYGAWLALK F 2 1120.6281 1120.6254 -0.0027 0 -2.39 2.757 0.384 0 1 16 18 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 K VLEDEYVDATVALGATDPR V 2 2032.9953 2032.9945 -0.0008 0 -0.41 4.654 0.554 0 1 25 36 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 K VLEDEYVDATVALGATDPR V 2 2032.9953 2033.0049 0.0095 0 4.69 4.995 0.522 0 1 27 36 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 K VLEDEYVDATVALGATDPR V 3 2032.9953 2034.0082 1.0128 -1.0034 4.67 3.616 0.358 0 1 32 72 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 K VLEDEYVDATVALGATDPR V 2 2032.9953 2034.0054 1.0101 -1.0034 3.33 3.834 0.443 0 1 22 36 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 K VLEDEYVDATVALGATDPR V 2 2032.9953 2032.9995 0.0042 0 2.05 4.804 0.534 0 1 27 36 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 1 K VLEDEYVDATVALGATDPR V 3 2032.9953 2032.9971 0.0018 0 0.87 3.931 0.364 0 1 29 72 2 0 1
Q5V090_HALMA 1 Oligopeptide transport system permease protein OppC oppC1 rrnAC2230 309 34.3 8 23 0.9997 K VLEDEYVDATVALGATDPR V 3 2032.9953 2032.9984 0.0031 0 1.50 3.135 0.211 0.1 2 27 72 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 D PLADADSATADDPVADDVPATDTGR L 2 2455.0986 2455.1036 0.0050 0 2.03 6.053 0.614 0 1 29 48 1 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 0.9977 D ADSATADDPVADDVPATDTGR L 2 2058.8978 2059.8254 0.9276 -1.0034 -36.78 3.009 0.425 0 1 18 40 1 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 D ADTEPTGVGSLDADEADQHDAVTQDTR L 3 2813.2223 2813.2309 0.0086 0 3.05 4.311 0.542 0 1 33 104 1 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 0.9999 D DPVADDVPATDTGR L 2 1427.6528 1427.6563 0.0035 0 2.47 3.776 0.426 0 1 20 26 1 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 0.9998 D DTTAEPSPADLAGDSETVEPR S 2 2156.9709 2156.9654 -0.0055 0 -2.54 3.168 0.453 0 1 24 40 1 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 0.9987 R LDADDASKPPTADETMAPATAED A 2 2331.0060 2332.0177 1.0117 -1.0034 3.56 4.175 0.338 0 1 24 44 1 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 0.9897 R LDADDASKPPTADETMAPATAED A 2 2347.0060 2348.0054 0.9994 -1.0034 -1.67 2.845 0.361 0 1 17 44 1 0 1 LDADDASKPPTADETM[147]APATAED



Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 R LLDESGAADTSGGPR T 2 1444.6794 1442.6854 -1.9940 2 4.14 4.438 0.518 0 1 25 28 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 R LLDESGAADTSGGPR T 2 1444.6794 1444.6769 -0.0026 0 -1.78 4.51 0.522 0 1 25 28 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 R LLDESGAADTSGGPR T 2 1444.6794 1444.6780 -0.0015 0 -1.02 4.738 0.542 0 1 25 28 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 0.9581 D PAAAEPATGESDVSEPVADSEPNTDSAGDSGIHAPAQQHSD P 3 4013.7271 4014.7223 0.9952 -1.0034 -2.03 3.377 0.469 0 1 33 160 0 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 K SDDPMPESTEPEPAVSR D 2 1842.7941 1842.7956 0.0015 0 0.82 5.039 0.485 0 1 26 32 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 K SDDPMPESTEPEPAVSR D 2 1842.7941 1842.7973 0.0032 0 1.74 4.601 0.49 0 1 26 32 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 K SDDPMPESTEPEPAVSR D 2 1842.7941 1842.7954 0.0013 0 0.68 4.251 0.284 0.1 1 23 32 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 K SDDPMPESTEPEPAVSR D 2 1858.7941 1858.7888 -0.0053 0 -2.87 4.845 0.466 0 1 22 32 2 0 1 SDDPM[147]PESTEPEPAVSR
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 K SDDPMPESTEPEPAVSR D 2 1842.7941 1842.7942 0.0000 0 0.02 4.693 0.493 0 1 27 32 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 K SDDPMPESTEPEPAVSR D 2 1842.7941 1842.7943 0.0002 0 0.09 4.824 0.49 0 1 27 32 2 0 1
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 1 K SDDPMPESTEPEPAVSR D 2 1858.7941 1858.7937 -0.0004 0 -0.24 4.07 0.504 0 1 24 32 2 0 1 SDDPM[147]PESTEPEPAVSR
Q5V5P4_HALMA 1 Hypothetical protein rrnAC0079 rrnAC0079 496 38.5 15 23 0.9998 D TTAEPSPADLAGDSETVEPR S 2 2041.9440 2042.9654 1.0214 -1.0034 8.85 4.447 0.439 0 1 23 38 1 0 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 K AGLGDKITVSVTK G 3 1287.7398 1287.7429 0.0031 0 2.40 3.036 0.309 0 1 28 48 2 1 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 K AGLGDKITVSVTK G 2 1287.7398 1287.7403 0.0005 0 0.39 3.691 0.33 0 1 20 24 2 1 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 K AGLGDKITVSVTK G 3 1287.7398 1287.7425 0.0027 0 2.11 3.31 0.314 0 1 25 48 2 1 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 K AGLGDKITVSVTK G 3 1287.7398 1287.7395 -0.0003 0 -0.23 3.374 0.36 0 1 25 48 2 1 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 K AGLGDKITVSVTK G 3 1287.7398 1287.7399 0.0001 0 0.05 3.857 0.357 0 1 27 48 2 1 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 0.9882 K AGLGDKITVSVTK G 3 1287.7398 1289.1982 1.4583 -1.0034 353.33 2.21 0.26 0.9 12 20 48 2 1 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 0.9649 K AGLGDKITVSVTK G 3 1287.7398 1289.1982 1.4583 -1.0034 353.33 1.905 0.221 1.2 2 23 48 2 1 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 K FEDNAAVIVDENEDPRGTELKGPIAR E 4 2854.4097 2855.4109 1.0012 -1.0034 -0.76 3.796 0.346 0.1 1 45 150 2 2 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 - MEALGADVTQGLEK G 2 1460.7181 1460.7169 -0.0012 0 -0.84 5.134 0.437 0 1 24 26 2 0 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 - MEALGADVTQGLEK G 2 1460.7181 1460.7217 0.0035 0 2.42 5.316 0.417 0 1 24 26 2 0 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 0.9997 R QVLEAVVVR Q 2 1011.6077 1011.6074 -0.0003 0 -0.32 2.095 0.281 0 1 15 16 2 0 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 0.9993 R QVLEAVVVR Q 2 1011.6077 1011.6086 0.0009 0 0.88 2.118 0.225 0.1 1 14 16 2 0 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 0.9450 R QVLEAVVVR Q 2 1011.6077 1011.6076 -0.0001 0 -0.08 1.923 0.113 0.3 33 11 16 2 0 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 R RQVLEAVVVR Q 2 1167.7088 1167.7054 -0.0034 0 -2.89 3.192 0.304 0 1 16 18 2 0 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 R VKFEDNAAVIVDENEDPRGTELK G 3 2587.2766 2587.2848 0.0082 0 3.16 5.677 0.402 0 1 37 88 2 2 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 0.9999 R VKFEDNAAVIVDENEDPRGTELK G 3 2587.2766 2587.2793 0.0027 0 1.04 3.921 0.25 0.1 1 31 88 2 2 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 R VKFEDNAAVIVDENEDPRGTELKGPIAR E 4 3081.5731 3081.5886 0.0154 0 5.01 5.968 0.517 0 1 48 162 2 3 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 1 R VKFEDNAAVIVDENEDPRGTELKGPIAR E 4 3081.5731 3082.5709 0.9978 -1.0034 -1.81 5.756 0.494 0 1 51 162 2 3 1
RL14_HALMAReview 1 50S ribosomal protein L14P (Hmal14) (Hl27) rpl14p rrnAC1602 132 58.3 8 23 0.9996 R VKFEDNAAVIVDENEDPRGTELKGPIAR E 3 3081.5731 3081.5782 0.0050 0 1.64 4.555 0.322 0 1 32 108 2 3 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R QDDIGSFLEFMGRPESQITWHK G 3 2620.2380 2620.2458 0.0078 0 2.97 3.768 0.32 0 1 30 84 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 K AAMLMTSTASVTGIR S 2 1540.7691 1540.7613 -0.0078 0 -5.06 4.186 0.461 0 1 23 28 2 0 1 AAM[147]LM[147]TSTASVTGIR
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 K AAMLMTSTASVTGIR S 2 1508.7691 1509.7854 1.0163 -1.0034 8.60 3.549 0.503 0 1 22 28 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 K AAMLMTSTASVTGIR S 2 1508.7691 1510.7854 2.0163 -2.0067 6.38 4.142 0.514 0 1 23 28 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 K EAGLDPDSPPTTLEEVR S 2 1824.8741 1824.8828 0.0087 0 4.75 3.361 0.427 0 1 21 32 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 K EAGLDPDSPPTTLEEVR S 2 1824.8741 1824.8744 0.0002 0 0.13 3.289 0.446 0 1 21 32 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R QDDIGSFLEFMGRPESQITWHK G 4 2620.2380 2620.2419 0.0039 0 1.48 3.885 0.325 0 1 42 126 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R QDDIGSFLEFMGRPESQITWHK G 4 2620.2380 2620.2419 0.0039 0 1.48 3.404 0.354 0 1 43 126 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 0.9999 R QDDIGSFLEFMGRPESQITWHK G 3 2620.2380 2620.2486 0.0105 0 4.02 2.957 0.278 0.2 1 25 84 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 0.9998 R QDDIGSFLEFMGRPESQITWHK G 4 2620.2380 2620.2407 0.0026 0 1.01 3.141 0.165 0.6 1 38 126 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 0.9987 R QDDIGSFLEFMGRPESQITWHK G 4 2636.2380 2636.2336 -0.0044 0 -1.68 3.201 0.127 0.5 3 34 126 2 0 1 QDDIGSFLEFM[147]GRPESQITWHK
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 0.9978 R QDDIGSFLEFMGRPESQITWHK G 3 2620.2380 2621.2582 1.0201 -1.0034 6.41 2.776 0.198 0.3 1 25 84 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R QSAVEQLENDGWFAENPMYR T 2 2383.0539 2383.0545 0.0006 0 0.26 5.049 0.58 0 1 21 38 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R TAFDQLTQAESTPATK R 2 1707.8315 1707.8351 0.0035 0 2.07 4.527 0.554 0 1 23 30 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R TAFDQLTQAESTPATK R 2 1707.8315 1707.8322 0.0007 0 0.42 4.656 0.5 0 1 23 30 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R TAFDQLTQAESTPATKR M 2 1863.9326 1863.9350 0.0024 0 1.29 4.994 0.455 0 1 22 32 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 0.9991 R TAFDQLTQAESTPATKR M 3 1863.9326 1863.9365 0.0039 0 2.10 1.894 0.265 0.3 1 28 64 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 0.9984 R TAFDQLTQAESTPATKR M 3 1863.9326 1863.9347 0.0021 0 1.12 2.45 0.178 0.3 1 31 64 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R TGPVIGGASWFVPSGLPQER Q 2 2054.0585 2054.0677 0.0092 0 4.48 4.936 0.46 0 1 25 38 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R TGPVIGGASWFVPSGLPQER Q 3 2054.0585 2054.0615 0.0030 0 1.47 3.028 0.289 0.2 2 28 76 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R TGPVIGGASWFVPSGLPQER Q 2 2054.0585 2054.0680 0.0094 0 4.60 5.527 0.538 0 1 26 38 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein ugpB rrnB0311 453 24.5 8 22 1 R TGPVIGGASWFVPSGLPQER Q 2 2054.0585 2054.0626 0.0041 0 1.98 4.257 0.576 0 1 26 38 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2998.7555 2998.7592 0.0037 0 1.24 5.729 0.577 0 1 41 112 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 K GGLFAATGIIER K 2 1203.6611 1205.6368 1.9757 -2.0067 -25.76 4.436 0.386 0 1 20 22 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 4 2982.7555 2982.7685 0.0130 0 4.35 5.002 0.409 0 1 56 168 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2998.7555 2998.7559 0.0004 0 0.14 3.987 0.331 0 1 35 112 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2982.7555 2982.7549 -0.0006 0 -0.21 4.604 0.308 0 1 37 112 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 4 2998.7555 2998.7536 -0.0019 0 -0.64 4.012 0.257 0 2 37 168 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2982.7555 2982.7624 0.0069 0 2.31 5.932 0.555 0 1 41 112 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2998.7555 3000.7582 2.0026 -2.0067 -1.35 5.728 0.503 0 1 39 112 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 4 2982.7555 2982.7570 0.0015 0 0.50 5.105 0.354 0 1 49 168 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 4 2998.7555 2998.7578 0.0022 0 0.75 5.418 0.384 0 1 46 168 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 4 2982.7555 2982.7595 0.0039 0 1.32 5.343 0.425 0 1 47 168 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2982.7555 2983.7782 1.0226 -1.0034 6.47 4.334 0.326 0 1 39 112 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 4 2982.7555 2982.7561 0.0005 0 0.18 3.863 0.315 0 1 51 168 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2982.7555 2982.7613 0.0058 0 1.94 5.825 0.565 0 1 40 112 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 4 2998.7555 2998.7551 -0.0005 0 -0.15 4.16 0.401 0 1 47 168 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2998.7555 2998.7591 0.0035 0 1.18 5.177 0.55 0 1 35 112 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2982.7555 2982.7617 0.0062 0 2.06 4.051 0.382 0 1 35 112 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2982.7555 2982.7562 0.0007 0 0.22 3.61 0.318 0 1 36 112 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 1 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2982.7555 2982.7564 0.0008 0 0.28 6.078 0.514 0 1 46 112 2 0 1
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 0.9999 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 4 2998.7555 2998.7561 0.0005 0 0.18 3.61 0.204 0.2 2 42 168 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 0.9998 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2998.7555 2999.7575 1.0020 -1.0034 -0.45 3.352 0.298 0.2 13 25 112 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX05_HALMA 1 NADH dehydrogenase\oxidoreductase ndhG2 rrnAC3531 497 8.2 2 22 0.9981 - MIEQLPVLLVVLPIVGGAIPLAASLVSDR A 3 2998.7555 2998.7541 -0.0014 0 -0.47 2.895 0.168 0.8 2 25 112 2 0 1 M[147]IEQLPVLLVVLPIVGGAIPLAASLVSDR
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 R IEYEDEEYEVFSVSR Q 2 1892.8316 1892.8353 0.0037 0 1.94 3.72 0.553 0 1 23 28 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 R IEYEDEEYEVFSVSR Q 2 1892.8316 1892.8330 0.0014 0 0.72 3.853 0.55 0 1 23 28 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 K KLIIHGDPGLR K 3 1217.7244 1217.7249 0.0005 0 0.42 3.012 0.318 0 1 24 40 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 K KLIIHGDPGLR K 3 1217.7244 1217.7265 0.0021 0 1.70 3.074 0.295 0 1 24 40 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 K KLIIHGDPGLR K 3 1217.7244 1217.7256 0.0012 0 0.95 3.083 0.286 0 1 21 40 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 0.9925 K KLIIHGDPGLR K 2 1217.7244 1217.7254 0.0010 0 0.84 1.757 0.236 0.4 5 11 20 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 0.9999 K LIIHGDPGLR K 2 1089.6295 1089.6254 -0.0041 0 -3.74 2.364 0.326 0 1 11 18 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 0.9998 K LIIHGDPGLR K 2 1089.6295 1089.6254 -0.0041 0 -3.74 2.334 0.271 0 1 13 18 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 0.9997 K LIIHGDPGLR K 2 1089.6295 1089.6303 0.0008 0 0.75 1.962 0.318 0 1 13 18 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 0.9997 K LIIHGDPGLR K 2 1089.6295 1089.6313 0.0018 0 1.65 2.297 0.26 0 1 13 18 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 0.9893 K LIIHGDPGLRK G 2 1217.7244 1217.7248 0.0004 0 0.33 1.962 0.202 0.4 16 12 20 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 0.9649 K LIIHGDPGLRK G 2 1217.7244 1217.7246 0.0002 0 0.13 1.94 0.174 0.4 64 11 20 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 0.9584 K LIIHGDPGLRK G 2 1217.7244 1218.3454 0.6210 -1.0034 -313.97 1.862 0.209 0.6 4 13 20 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 K TQEYIPMHLDTDDIEAEAVTVLR D 3 2674.2847 2674.2901 0.0054 0 2.02 5.137 0.419 0 1 36 88 2 0 1 TQEYIPM[147]HLDTDDIEAEAVTVLR
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 K TQEYIPMHLDTDDIEAEAVTVLR D 3 2674.2847 2674.2857 0.0010 0 0.38 5.439 0.51 0 1 37 88 2 0 1 TQEYIPM[147]HLDTDDIEAEAVTVLR
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 K TQEYIPMHLDTDDIEAEAVTVLR D 3 2658.2847 2660.1682 1.8834 -2.0067 -46.37 5.037 0.313 0 1 34 88 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 K TQEYIPMHLDTDDIEAEAVTVLR D 3 2658.2847 2658.2916 0.0069 0 2.60 6.712 0.444 0 1 38 88 2 0 1
Q5UX18_HALMA 1 Hypothetical protein rrnAC3516 rrnAC3516 90 55.6 6 22 1 K TQEYIPMHLDTDDIEAEAVTVLR D 3 2658.2847 2658.2893 0.0045 0 1.71 6.61 0.467 0 1 39 88 2 0 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 0.9409 D GEGFVIDDPDGVR E 2 1374.6415 1374.6454 0.0039 0 2.85 2.61 0.178 0.1 1 15 24 1 0 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 R DDQEALDRLEEEQMELMTDQMGMFK Q 3 3031.2919 3033.3082 2.0162 -2.0067 3.15 4.873 0.456 0 1 33 96 2 1 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 R DDQEALDRLEEEQMELMTDQMGMFK Q 3 3031.2919 3033.3082 2.0162 -2.0067 3.15 5.43 0.507 0 1 35 96 2 1 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 R EALEESDAAPSDDDEGSGWSK W 2 2193.8822 2193.8927 0.0105 0 4.76 4.485 0.469 0 1 23 40 2 0 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 R EALEESDAAPSDDDEGSGWSK W 2 2193.8822 2193.8836 0.0014 0 0.65 4.443 0.525 0 1 26 40 2 0 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 0.9992 R EALEESDAAPSDDDEGSGWSK W 2 2193.8822 2193.8888 0.0065 0 2.98 3.037 0.136 0.2 1 15 40 2 0 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 4 3316.4356 3316.4387 0.0030 0 0.92 4.032 0.3 0.1 1 43 156 2 2 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 4 3316.4356 3316.4433 0.0077 0 2.32 5.012 0.401 0 1 45 156 2 2 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 3 3316.4356 3316.4412 0.0056 0 1.68 5.457 0.48 0 1 37 104 2 2 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 3 3316.4356 3316.4463 0.0107 0 3.22 6.515 0.493 0 1 34 104 2 2 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 4 3316.4356 3316.4418 0.0062 0 1.87 5.228 0.432 0 1 41 156 2 2 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 3 3316.4356 3316.4474 0.0118 0 3.55 6.411 0.492 0 1 35 104 2 2 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 3 3316.4356 3316.4419 0.0063 0 1.90 5.3 0.46 0 1 34 104 2 2 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 4 3316.4356 3316.4409 0.0052 0 1.58 5.075 0.419 0 1 47 156 2 2 1



Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 0.9861 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 4 3332.4356 3332.4348 -0.0009 0 -0.26 4.824 0.448 0 1 46 156 2 2 1 ERDDQEALDRLEEEQMELM[147]TDQMGMFK
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 0.9820 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 4 3332.4356 3332.4411 0.0055 0 1.65 3.534 0.247 0.1 1 42 156 2 2 1 ERDDQEALDRLEEEQMELM[147]TDQMGMFK
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 0.9764 K ERDDQEALDRLEEEQMELMTDQMGMFK Q 4 3348.4356 3348.4299 -0.0057 0 -1.72 5.24 0.413 0 2 40 156 2 2 1 ERDDQEALDRLEEEQMELM[147]TDQMGM[147]FK
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K LAGLGTLGLFAGYSLTSVR D 3 1895.0516 1895.0482 -0.0035 0 -1.82 3.252 0.447 0 1 26 72 2 0 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 K LAGLGTLGLFAGYSLTSVR D 2 1895.0516 1896.8654 1.8138 -2.0067 -101.78 4.473 0.484 0 1 22 36 2 0 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 0.9998 K LAGLGTLGLFAGYSLTSVR D 3 1895.0516 1895.0482 -0.0035 0 -1.82 3.179 0.249 0 8 21 72 2 0 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 D PDGVREALEESDAAPSDDDEGSGWSK W 3 2718.1529 2718.1510 -0.0019 0 -0.70 6.114 0.393 0 1 44 100 1 1 1
Q5UXG9_HALMA 1 HTR-like protein htlB rrnAC3344 296 27 6 22 1 D PDGVREALEESDAAPSDDDEGSGWSK W 3 2718.1529 2718.1538 0.0008 0 0.31 5.611 0.5 0 1 40 100 1 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 0.9070 R AKLNALLNR T 2 1011.6189 1011.6189 -0.0001 0 -0.05 2.546 0.014 0.3 2 14 16 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R AAALEELEASGQLESVLDEGDSIDQELDRLSGER A 3 3643.7337 3644.7382 1.0044 -1.0034 0.30 6.811 0.652 0 1 45 132 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R AAALEELEASGQLESVLDEGDSIDQELDRLSGER A 3 3643.7337 3644.7382 1.0044 -1.0034 0.30 6.701 0.597 0 1 44 132 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R AAALEELEASGQLESVLDEGDSIDQELDRLSGER A 3 3643.7337 3644.7682 1.0344 -1.0034 8.53 6.495 0.615 0 1 44 132 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R AAALEELEASGQLESVLDEGDSIDQELDRLSGER A 3 3643.7337 3643.7378 0.0041 0 1.12 6.527 0.584 0 1 44 132 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R AVENELATLR A 2 1114.5982 1114.6003 0.0021 0 1.88 3.006 0.344 0 1 15 18 2 0 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R AVENELATLR A 2 1114.5982 1114.5981 -0.0001 0 -0.10 2.764 0.343 0 1 15 18 2 0 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R AVENELATLR A 2 1114.5982 1114.5993 0.0011 0 1.00 2.788 0.381 0 1 16 18 2 0 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R AVENELATLRAEMDNGKAVEEATE - 3 2589.2228 2589.2274 0.0046 0 1.76 3.879 0.353 0 1 28 92 2 2 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 K KQVNVSQITELTGQIDDLQETQDR L 3 2757.3781 2757.3856 0.0075 0 2.70 6.242 0.501 0 1 41 92 2 0 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 K QVNVSQITELTGQIDDLQETQDRLVGK R 3 3026.5520 3026.5545 0.0024 0 0.81 4.989 0.517 0 1 37 104 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 K QVNVSQITELTGQIDDLQETQDRLVGK R 3 3026.5520 3026.5651 0.0131 0 4.32 4.738 0.504 0 1 33 104 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 0.9990 K QVNVSQITELTGQIDDLQETQDRLVGKR A 4 3182.6531 3182.6643 0.0111 0 3.50 2.856 0.155 2.4 2 34 162 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 0.9878 K QVNVSQITELTGQIDDLQETQDRLVGKR A 3 3182.6531 3183.3993 0.7462 -1.0034 -80.80 2.786 0.223 0.2 5 24 108 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 0.9999 R RFAFAIR A 2 879.5079 879.5054 -0.0025 0 -2.82 2.783 0.189 0.3 1 12 12 2 0 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 0.9905 R RFAFAIR A 2 879.5079 879.5081 0.0002 0 0.19 2.277 0.058 1.3 5 9 12 2 0 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R TSDPTAELDYSYEQMRDELQDVTR G 3 2877.2661 2877.2702 0.0041 0 1.42 4.389 0.407 0 1 33 92 2 1 1 TSDPTAELDYSYEQM[147]RDELQDVTR
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 1 R TSDPTAELDYSYEQMRDELQDVTR G 3 2861.2661 2861.2761 0.0100 0 3.50 3.748 0.334 0 1 34 92 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 0.9999 R TSDPTAELDYSYEQMRDELQDVTR G 3 2861.2661 2861.2749 0.0087 0 3.05 3.705 0.278 0 1 30 92 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 0.9956 R TSDPTAELDYSYEQMRDELQDVTR G 3 2861.2661 2861.2725 0.0064 0 2.22 3.126 0.16 1 1 31 92 2 1 1
Q5UY49_HALMA 1 Transcription regulator pspA2 rrnAC3089 241 52.7 9 22 0.9102 R TSDPTAELDYSYEQMRDELQDVTR G 3 2877.2661 2877.2594 -0.0067 0 -2.33 3.324 0.093 1.4 81 20 92 2 1 1 TSDPTAELDYSYEQM[147]RDELQDVTR
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R SGDVQEVEVKNQELIGKPIR D 3 2237.2015 2237.2022 0.0006 0 0.29 6.367 0.45 0 1 36 76 2 1 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R ARNEGYAVEIGDGTDTDTLR S 2 2152.0032 2153.0254 1.0222 -1.0034 8.77 4.392 0.476 0 1 20 38 2 1 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9999 R ARNEGYAVEIGDGTDTDTLR S 3 2152.0032 2152.0059 0.0027 0 1.26 3.358 0.267 0.4 1 29 76 2 1 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9997 R ARNEGYAVEIGDGTDTDTLR S 2 2152.0032 2154.0216 2.0184 -2.0067 5.42 3.616 0.374 0 1 18 38 2 1 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9989 R FIAEKLDVIPMR V 3 1430.7955 1430.7982 0.0026 0 1.85 3.828 0.136 0.2 4 24 44 2 1 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9512 K LDVIPMR V 2 842.4684 842.4654 -0.0030 0 -3.53 2.214 0.002 1.7 14 10 12 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 K LFVSFVGPR G 2 1020.5756 1020.5752 -0.0004 0 -0.39 2.931 0.366 0 1 15 16 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9984 K LFVSFVGPR G 2 1020.5756 1020.5454 -0.0302 0 -29.57 2.128 0.217 0.6 4 11 16 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R NEGYAVEIGDGTDTDTLR S 2 1924.8650 1924.8719 0.0069 0 3.58 5.391 0.54 0 1 28 34 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9982 R PAIAHWMTDVGR S 3 1352.6659 1352.6720 0.0061 0 4.51 3.094 0.285 0 1 23 44 1 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9312 R PAIAHWMTDVGR S 3 1352.6659 1352.6782 0.0122 0 9.05 2.859 0.169 0.5 1 22 44 1 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R SGDVQEVEVKNQELIGKPIR D 3 2237.2015 2237.2025 0.0010 0 0.45 6.444 0.449 0 1 36 76 2 1 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R SGDVQEVEVKNQELIGKPIR D 3 2237.2015 2237.2062 0.0047 0 2.09 6.256 0.447 0 1 35 76 2 1 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9999 R TISSAMATAWAIDNQIER P 3 1976.9626 1976.9610 -0.0017 0 -0.84 3.882 0.362 0 1 27 68 1 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R TISSAMATAWAIDNQIERPAIAHWMTDVGR S 4 3311.6179 3311.6264 0.0085 0 2.56 3.312 0.277 0.2 1 50 174 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R TISSAMATAWAIDNQIERPAIAHWMTDVGR S 4 3311.6179 3311.6181 0.0002 0 0.06 2.734 0.352 0.1 1 47 174 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 0.9999 R TISSAMATAWAIDNQIERPAIAHWMTDVGR S 4 3311.6179 3311.6247 0.0068 0 2.05 2.654 0.222 0.3 1 50 174 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 K TVVAATGDDDANLLVSQLASSK F 2 2174.1066 2174.1136 0.0070 0 3.22 6.045 0.621 0 1 27 42 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 K TVVAATGDDDANLLVSQLASSK F 2 2174.1066 2174.1026 -0.0040 0 -1.83 4.555 0.577 0 1 25 42 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R VIIVGGGQVGR A 2 1053.6295 1053.6313 0.0018 0 1.71 3.329 0.411 0 1 16 20 2 0 1
Q5UYT6_HALMA 1 Potassium channel related protein mthK rrnAC2811 375 33.1 11 22 1 R VIIVGGGQVGR A 2 1053.6295 1053.6254 -0.0041 0 -3.87 2.917 0.307 0 2 16 20 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K VLESAPEGSLDGMK A 2 1431.6915 1431.6914 -0.0001 0 -0.10 2.802 0.453 0 1 20 26 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 2 2609.2398 2609.2511 0.0112 0 4.31 3.882 0.384 0 1 22 44 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 2 2609.2398 2609.2455 0.0056 0 2.16 4.524 0.494 0 1 24 44 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 2 2609.2398 2609.2459 0.0061 0 2.35 4.656 0.454 0 1 24 44 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 3 2609.2398 2609.2463 0.0065 0 2.48 5.908 0.526 0 1 39 88 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 2 2609.2398 2609.2450 0.0051 0 1.97 3.514 0.325 0 1 23 44 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 3 2609.2398 2609.2468 0.0070 0 2.69 5.367 0.537 0 1 37 88 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 4 2609.2398 2609.2521 0.0123 0 4.72 3.479 0.237 0.1 1 33 132 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 2 2609.2398 2609.2474 0.0076 0 2.91 4.556 0.478 0 1 25 44 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 2 2609.2398 2609.2467 0.0069 0 2.63 3.411 0.277 0 1 21 44 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 3 2609.2398 2609.2463 0.0065 0 2.48 5.424 0.528 0 1 39 88 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K AVVPSVPQDAENYQAFVSEFQER F 3 2609.2398 2609.2476 0.0078 0 2.97 5.582 0.519 0 1 36 88 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K VLESAPEGSLDGMK A 2 1431.6915 1431.6922 0.0007 0 0.50 2.858 0.48 0 1 21 26 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K VLESAPEGSLDGMK A 2 1447.6915 1447.6859 -0.0056 0 -3.89 2.795 0.351 0 1 19 26 2 0 1 VLESAPEGSLDGM[147]K
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K VLESAPEGSLDGMK A 2 1447.6915 1447.6869 -0.0047 0 -3.22 3.067 0.359 0 1 18 26 2 0 1 VLESAPEGSLDGM[147]K
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K VLESAPEGSLDGMK A 2 1431.6915 1431.6917 0.0002 0 0.16 3.609 0.427 0 1 20 26 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K VLESAPEGSLDGMK A 2 1447.6915 1447.6898 -0.0017 0 -1.20 2.924 0.37 0 1 18 26 2 0 1 VLESAPEGSLDGM[147]K
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 1 K VLESAPEGSLDGMK A 2 1431.6915 1431.6908 -0.0008 0 -0.53 3.264 0.274 0.1 1 20 26 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 0.9999 K VLESAPEGSLDGMK A 2 1447.6915 1447.6871 -0.0044 0 -3.05 2.622 0.276 0 1 19 26 2 0 1 VLESAPEGSLDGM[147]K
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 0.9998 K VLESAPEGSLDGMK A 2 1431.6915 1431.6915 0.0000 0 -0.02 3.079 0.2 0.1 1 19 26 2 0 1
Q5UZM8_HALMA 1 Hypothetical protein rrnAC2469 rrnAC2469 473 7.8 2 22 0.9892 K VLESAPEGSLDGMK A 2 1447.6915 1447.6864 -0.0051 0 -3.56 2.563 0.044 0.8 1 17 26 2 0 1 VLESAPEGSLDGM[147]K
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQRDENLEKLDEVAG - 3 4083.9437 4083.9563 0.0126 0 3.08 5.572 0.586 0 1 40 140 2 2 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R DNEGGIGYFGFAYYNSNSEAVK A 2 2401.0498 2401.0519 0.0020 0 0.85 5.256 0.557 0 1 25 42 2 0 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQR D 2 2771.3290 2771.3390 0.0099 0 3.59 4.096 0.23 0 1 21 46 2 0 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQR D 3 2771.3290 2771.3366 0.0075 0 2.72 4.179 0.385 0 1 31 92 2 0 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQR D 2 2771.3290 2771.3392 0.0102 0 3.67 4.3 0.544 0 1 23 46 2 0 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQR D 4 2771.3290 2771.3403 0.0113 0 4.06 4.351 0.357 0 1 41 138 2 0 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQR D 2 2771.3290 2771.3331 0.0041 0 1.47 4.46 0.575 0 1 25 46 2 0 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 0.9915 R FYLEQAETDIVQEIGYVPSSAEQR D 3 2771.3290 2771.3344 0.0053 0 1.93 3.034 0.078 0.3 1 28 92 2 0 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQRDENLEK L 3 3499.6631 3500.6782 1.0150 -1.0034 3.34 5.575 0.56 0 1 40 116 2 1 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQRDENLEKLDEVAG - 3 4083.9437 4083.9497 0.0060 0 1.47 5.606 0.588 0 1 44 140 2 2 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQRDENLEKLDEVAG - 3 4083.9437 4083.9574 0.0137 0 3.35 5.422 0.552 0 1 41 140 2 2 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R FYLEQAETDIVQEIGYVPSSAEQRDENLEKLDEVAG - 3 4083.9437 4083.9596 0.0159 0 3.89 5.473 0.524 0 1 39 140 2 2 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R QIWSDESDVTNWSDVR D 2 1935.8599 1935.8630 0.0031 0 1.59 5.34 0.618 0 1 25 30 2 0 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R QIWSDESDVTNWSDVRDEWPDMEIER Y 3 3236.3993 3237.3982 0.9988 -1.0034 -1.39 4.303 0.456 0 1 32 100 2 1 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R QIWSDESDVTNWSDVRDEWPDMEIER Y 3 3252.3993 3252.4015 0.0022 0 0.67 4.374 0.459 0 1 33 100 2 1 1 QIWSDESDVTNWSDVRDEWPDM[147]EIER
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R QIWSDESDVTNWSDVRDEWPDMEIER Y 3 3236.3993 3236.4054 0.0061 0 1.88 4.269 0.431 0 1 32 100 2 1 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R QIWSDESDVTNWSDVRDEWPDMEIER Y 3 3236.3993 3236.4062 0.0068 0 2.11 4.233 0.488 0 1 32 100 2 1 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 R QIWSDESDVTNWSDVRDEWPDMEIER Y 3 3236.3993 3236.4076 0.0083 0 2.56 4.654 0.454 0 1 31 100 2 1 1
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 0.9978 R QIWSDESDVTNWSDVRDEWPDMEIER Y 3 3252.3993 3253.4016 1.0023 -1.0034 -0.32 3.356 0.218 0 1 25 100 2 1 1 QIWSDESDVTNWSDVRDEWPDM[147]EIER
Q5V222_HALMA 1 Phosphate ABC transporter phosphate-binding protein phoX rrnAC1509 337 31.2 7 22 1 D TEHTTEYQPTEEDETIVQGIR D 3 2475.1401 2476.1482 1.0080 -1.0034 1.90 5.192 0.452 0 1 39 80 1 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 0.9985 K QRFEEEFDAR L 2 1325.6000 1325.6054 0.0054 0 4.09 2.42 0.285 0.1 2 14 18 2 1 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R AFLLHTVK Q 2 927.5542 927.5541 -0.0001 0 -0.12 2.618 0.272 0.2 1 13 14 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R AFLLHTVK Q 2 927.5542 927.5554 0.0012 0 1.26 2.806 0.293 0.1 1 13 14 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R AFLLHTVK Q 2 927.5542 927.5551 0.0009 0 1.00 2.896 0.278 0.1 2 13 14 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 0.9999 R AFLLHTVK Q 2 927.5542 927.5556 0.0014 0 1.52 2.649 0.249 0.1 2 13 14 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 0.9994 R EFMGFLLRPEIQGEIAVR N 3 2104.1139 2105.1256 1.0117 -1.0034 3.97 2.785 0.266 0.2 5 21 68 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 0.9705 R EFMGFLLRPEIQGEIAVR N 3 2104.1139 2104.1354 0.0215 0 10.21 2.461 0.114 0.3 31 21 68 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R FLNDQGYANPEGMAVFDGADTPDLAR E 2 2783.2497 2783.2469 -0.0028 0 -1.01 5.279 0.584 0 1 26 50 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 K GSVSGWISDWER Q 2 1377.6313 1377.6355 0.0041 0 3.01 2.88 0.378 0 1 16 22 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 K GSVSGWISDWER Q 2 1377.6313 1377.6350 0.0037 0 2.66 2.9 0.423 0 1 16 22 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 K GSVSGWISDWER Q 2 1377.6313 1377.6362 0.0049 0 3.54 2.889 0.42 0 1 16 22 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R LIWQTPSNEVNHYIER R 2 1997.9959 1998.0030 0.0071 0 3.55 3.789 0.229 0 1 17 30 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 0.9997 R LIWQTPSNEVNHYIER R 3 1997.9959 1997.9994 0.0035 0 1.75 2.873 0.204 0.2 1 24 60 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 0.9937 R LIWQTPSNEVNHYIER R 3 1997.9959 1998.0007 0.0048 0 2.39 2.072 0.159 1.1 1 28 60 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 K QFGPDGYLDYWSDLQDNDVR V 2 2402.0451 2402.0548 0.0097 0 4.02 4.826 0.515 0 1 22 38 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 K QFGPDGYLDYWSDLQDNDVR V 2 2402.0451 2402.0536 0.0084 0 3.51 4.694 0.476 0 1 21 38 2 0 1



Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 0.9996 K QRFEEEFDAR L 3 1325.6000 1325.6018 0.0018 0 1.34 2.899 0.223 0.4 2 21 36 2 1 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R VDENLDDGLFADVGDVAGQDDIK S 3 2419.1027 2420.1082 1.0054 -1.0034 0.87 6.009 0.419 0 1 37 88 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R VDENLDDGLFADVGDVAGQDDIK S 2 2419.1027 2419.1075 0.0048 0 1.98 5.969 0.58 0 1 28 44 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R VDENLDDGLFADVGDVAGQDDIK S 2 2419.1027 2419.1051 0.0024 0 0.97 4.967 0.558 0 1 23 44 2 0 1
Q5V5I5_HALMA 1 Thiamine-binding periplasmic protein-like tppA rrnAC0147 374 35.6 8 22 1 R VDENLDDGLFADVGDVAGQDDIK S 2 2419.1027 2419.1100 0.0072 0 2.99 5.483 0.356 0 1 27 44 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R SYIAHNVVVDTTQAMSTNADR S 2 2308.0804 2309.0654 0.9850 -1.0034 -7.94 4.222 0.384 0 1 19 40 2 0 1 SYIAHNVVVDTTQAM[147]STNADR
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R FGVHLMYTSR S 3 1209.5964 1209.5962 -0.0002 0 -0.15 3.405 0.388 0 1 21 36 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R FGVHLMYTSR S 3 1209.5964 1209.5989 0.0025 0 2.05 4.192 0.443 0 1 24 36 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R FGVHLMYTSR S 3 1225.5964 1225.5924 -0.0040 0 -3.26 3.177 0.444 0 1 20 36 2 0 1 FGVHLM[147]YTSR
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 0.9999 R FGVHLMYTSR S 2 1209.5964 1209.5991 0.0027 0 2.21 2.503 0.313 0 1 15 18 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 0.9997 R FGVHLMYTSR S 3 1209.5964 1209.6682 0.0717 0 59.31 1.998 0.328 0.4 24 14 36 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 0.9977 R FGVHLMYTSR S 3 1209.5964 1209.6082 0.0117 0 9.71 2.219 0.235 0.3 68 14 36 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 0.9103 R FGVHLMYTSR S 3 1209.5964 1209.6382 0.0417 0 34.51 2.316 0.066 4.5 232 11 36 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R GNYWSGAYDLTGGTGPVLAQSYSPTDSVDRR L 3 3289.5276 3289.5569 0.0293 0 8.90 5.33 0.555 0 1 40 120 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 0.9995 R LHQTDAAVVLR A 2 1221.6829 1221.6836 0.0006 0 0.53 2.619 0.183 0 1 17 20 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 0.9957 R RGSIVDRAPLADPANPETVRR L 4 2289.2302 2289.2307 0.0004 0 0.19 2.557 0.23 0.1 66 34 120 2 1 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R RLHQTDAAVVLR A 3 1377.7841 1377.7853 0.0012 0 0.85 5.048 0.442 0 1 31 44 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R RLHQTDAAVVLR A 2 1377.7841 1377.7854 0.0013 0 0.96 3.258 0.378 0 1 15 22 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R RLHQTDAAVVLR A 3 1377.7841 1377.7860 0.0019 0 1.38 5.456 0.449 0 1 32 44 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R RLHQTDAAVVLR A 3 1377.7841 1377.7859 0.0018 0 1.32 4.51 0.406 0 1 29 44 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 0.9732 R RLHQTDAAVVLR A 3 1377.7841 1378.7482 0.9640 -1.0034 -28.53 2.204 0.136 2.2 3 21 44 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R SLYEHNVLYGNDIGVR A 3 1847.9166 1847.9176 0.0009 0 0.51 4.149 0.225 0 1 30 60 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R SLYEHNVLYGNDIGVR A 3 1847.9166 1847.9177 0.0011 0 0.61 3.294 0.297 0.1 1 28 60 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R SYIAHNVVVDTTQAMSTNADR S 2 2292.0804 2292.0855 0.0051 0 2.23 7.149 0.567 0 1 28 40 2 0 1
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 1 R SYIAHNVVVDTTQAMSTNADR S 3 2308.0804 2308.0741 -0.0064 0 -2.76 4.803 0.48 0 1 37 80 2 0 1 SYIAHNVVVDTTQAM[147]STNADR
Q5V6J4_HALMA 1 Copper-binding protein nosD1 pNG7150 637 28.4 10 22 0.9893 R TATPPDWVEANQAHYVVDGSAR V 3 2383.1193 2383.1250 0.0056 0 2.37 1.79 0.182 0.3 1 27 84 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 0.9986 R LGPLSPAAAILGPQGDAR A 3 1702.9366 1702.9372 0.0006 0 0.35 3.384 0.178 0.2 38 24 68 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R LGPLSPAAAILGPQGDAR A 2 1702.9366 1702.9411 0.0045 0 2.65 3.901 0.49 0 1 27 34 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R LGPLSPAAAILGPQGDAR A 2 1702.9366 1702.9394 0.0028 0 1.65 4.49 0.495 0 1 25 34 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R LITDPGQAWTNLAK A 2 1526.8093 1526.8120 0.0027 0 1.74 3.659 0.489 0 1 21 26 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R LITDPGQAWTNLAK A 2 1526.8093 1526.8127 0.0034 0 2.22 3.606 0.278 0.1 1 22 26 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R LITDPGQAWTNLAK A 2 1526.8093 1526.8137 0.0044 0 2.86 3.535 0.465 0 1 21 26 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R LITDPGQAWTNLAK A 2 1526.8093 1526.8114 0.0021 0 1.34 3.653 0.466 0 1 22 26 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R LITDPGQAWTNLAK A 2 1526.8093 1526.8130 0.0036 0 2.38 3.687 0.464 0 1 23 26 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R LITDPGQAWTNLAK A 2 1526.8093 1526.8104 0.0011 0 0.70 3.667 0.263 0.1 1 22 26 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 0.9989 D PGQAWTNLAK A 2 1084.5665 1084.5659 -0.0006 0 -0.58 2.651 0.364 0 1 13 18 1 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 K QILPPALVLGSASMGTEMR I 2 1970.0329 1970.0426 0.0097 0 4.90 4.46 0.585 0 1 25 36 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 K QILPPALVLGSASMGTEMR I 3 1970.0329 1970.0392 0.0063 0 3.19 4.351 0.508 0 1 29 72 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 K QILPPALVLGSASMGTEMR I 2 1970.0329 1970.0385 0.0056 0 2.85 5.848 0.558 0 1 28 36 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 K QILPPALVLGSASMGTEMR I 3 1970.0329 1970.0377 0.0048 0 2.45 4.057 0.543 0 1 33 72 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 0.9998 K QILPPALVLGSASMGTEMR I 2 1986.0329 1986.0371 0.0042 0 2.09 5.401 0.662 0 1 29 36 2 0 1 QILPPALVLGSASMGTEM[147]R
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 0.9993 K QILPPALVLGSASMGTEMR I 3 1970.0329 1971.9982 1.9652 -2.0067 -21.04 2.967 0.322 0.1 340 20 72 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 0.9630 K QILPPALVLGSASMGTEMR I 2 1970.0329 1970.0384 0.0055 0 2.79 2.54 0.047 0.3 11 13 36 2 0 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 0.9269 K QILPPALVLGSASMGTEMR I 2 1986.0329 1986.0267 -0.0062 0 -3.13 2.762 0.353 0 30 13 36 2 0 1 QILPPALVLGSASMGTEM[147]R
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R TAVLETINSKYVETAK A 2 1765.9462 1765.9468 0.0005 0 0.30 4.775 0.493 0 1 23 30 2 1 1
Q5UXL2_HALMA 1 Dipeptide ABC transporter permease dppB rrnAC3298 346 24.6 6 21 1 R TAVLETINSKYVETAK A 3 1765.9462 1765.9466 0.0003 0 0.19 2.664 0.396 0 1 25 60 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 0.9996 R SDVLTERLEHPIATGNWVGGR S 4 2306.1767 2306.1760 -0.0008 0 -0.33 2.784 0.258 0.1 10 29 120 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R ALGLESDEEIVHR V 3 1466.7365 1466.7385 0.0020 0 1.34 2.602 0.398 0 1 23 48 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 K FMLENLEEAEVQTTEEAIETLGKR V 3 2779.3586 2780.3482 0.9895 -1.0034 -4.97 5.139 0.436 0 1 31 92 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 0.9888 R LEHPIATGNWVGGR S 3 1505.7739 1506.7882 1.0142 -1.0034 7.24 3.353 0.108 0.3 17 22 52 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R NITYSAPVFMEMAIVR G 3 1840.9215 1841.9182 0.9966 -1.0034 -3.64 4.688 0.386 0 1 27 60 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R NITYSAPVFMEMAIVR G 2 1840.9215 1840.9177 -0.0038 0 -2.08 3.702 0.336 0 1 20 30 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 0.9923 R NITYSAPVFMEMAIVR G 3 1840.9215 1842.1265 1.2050 -1.0034 109.52 2.743 0.204 1 51 20 60 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R SDVLTERLEHPIATGNWVGGR S 3 2306.1767 2306.1826 0.0059 0 2.54 4.585 0.465 0 1 34 80 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R SGVSQLVDRTDFMGVLSHLR R 4 2216.1372 2216.1394 0.0021 0 0.96 3.187 0.49 0 1 41 114 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R SGVSQLVDRTDFMGVLSHLR R 3 2216.1372 2216.1441 0.0069 0 3.11 6.496 0.535 0 1 39 76 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R TDFMGVLSHLR R 2 1274.6441 1274.6458 0.0017 0 1.35 3.619 0.533 0 1 18 20 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R TDFMGVLSHLR R 3 1274.6441 1274.6467 0.0025 0 1.99 2.735 0.31 0 1 23 40 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R TDFMGVLSHLR R 3 1274.6441 1274.6438 -0.0003 0 -0.24 2.931 0.263 0 1 20 40 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 0.9997 R TDFMGVLSHLR R 3 1290.6441 1290.6386 -0.0055 0 -4.26 2.489 0.215 0.4 1 23 40 2 0 1 TDFM[147]GVLSHLR
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 0.9897 R VREADGSEELLYPQEAR L 3 1960.9490 1960.9493 0.0003 0 0.14 3.387 0.144 0.1 27 20 64 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R VSEDPEIVKFMLENLEEAEVQTTEEAIETLGK R 3 3619.7702 3619.7876 0.0174 0 4.81 4.79 0.252 0 1 27 124 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R VSEDPEIVKFMLENLEEAEVQTTEEAIETLGKR V 4 3775.8713 3777.8909 2.0196 -2.0067 3.41 5.468 0.373 0 1 45 192 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R VSEDPEIVKFMLENLEEAEVQTTEEAIETLGKR V 4 3775.8713 3775.8557 -0.0157 0 -4.15 4.472 0.328 0 1 36 192 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 0.9993 R VSEDPEIVKFMLENLEEAEVQTTEEAIETLGKR V 4 3775.8713 3775.8400 -0.0313 0 -8.29 3.757 0.161 1.5 2 40 192 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 0.9997 K VSGDLMTDLFR T 2 1268.6121 1268.6072 -0.0050 0 -3.92 2.437 0.246 0.1 1 17 20 2 0 1 VSGDLM[147]TDLFR
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B rpoB rrnAC2430 521 28.4 12 21 1 R YLLPHLHEEGVEEEEVR I 3 2077.0116 2077.0166 0.0049 0 2.38 4.922 0.447 0 1 36 64 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 0.9999 R EVMVPRPDVVSVPADATMSDIR A 3 2399.1875 2399.1923 0.0048 0 1.98 2.945 0.247 0 1 34 84 2 0 1 EVMVPRPDVVSVPADATM[147]SDIR
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R AGEEGNENTTAGDIAHEIPVVPETTAINDLLLQFR Q 3 3733.8435 3735.8482 2.0046 -2.0067 -0.55 6.877 0.52 0 1 48 136 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R AGEEGNENTTAGDIAHEIPVVPETTAINDLLLQFR Q 3 3733.8435 3733.8576 0.0140 0 3.76 7.276 0.553 0 1 49 136 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R AGEEGNENTTAGDIAHEIPVVPETTAINDLLLQFR Q 3 3733.8435 3735.8482 2.0046 -2.0067 -0.55 7.309 0.575 0 1 50 136 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R AGEEGNENTTAGDIAHEIPVVPETTAINDLLLQFR Q 3 3733.8435 3734.8582 1.0146 -1.0034 3.03 6.555 0.573 0 1 49 136 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R AGEEGNENTTAGDIAHEIPVVPETTAINDLLLQFRQDR R 4 4133.0301 4133.0480 0.0179 0 4.34 4.772 0.39 0 1 59 222 2 1 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R AGEEGNENTTAGDIAHEIPVVPETTAINDLLLQFRQDR R 4 4133.0301 4135.0509 2.0208 -2.0067 3.40 4.423 0.374 0 1 54 222 2 1 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 0.9968 R AVVLDEGHTRYPVVDADDSDQIVGFIDVK D 4 3171.5724 3172.5709 0.9985 -1.0034 -1.54 4.014 0.15 0.7 2 38 168 2 1 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R AVVLDEGHTRYPVVDADDSDQIVGFIDVKDVLR A 5 3654.8529 3656.8636 2.0107 -2.0067 1.09 4.145 0.394 0 1 62 256 2 2 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R DAVETIGGLVLSQLDR A 3 1684.8995 1684.9024 0.0029 0 1.72 4.841 0.417 0 1 35 60 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R DAVETIGGLVLSQLDR A 3 1684.8995 1684.8980 -0.0015 0 -0.89 3.859 0.361 0 1 32 60 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R DAVETIGGLVLSQLDR A 3 1684.8995 1684.9017 0.0022 0 1.29 5.343 0.39 0 1 34 60 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R DAVETIGGLVLSQLDR A 2 1684.8995 1684.9050 0.0055 0 3.25 3.981 0.407 0 1 25 30 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R EVMVPRPDVVSVPADATMSDIR A 3 2383.1875 2383.1922 0.0046 0 1.95 3.304 0.332 0.1 1 33 84 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 1 R EVMVPRPDVVSVPADATMSDIR A 3 2383.1875 2383.1986 0.0110 0 4.63 3.091 0.281 0.2 1 30 84 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 0.9994 R EVMVPRPDVVSVPADATMSDIR A 3 2383.1875 2383.2011 0.0136 0 5.71 2.819 0.196 0.7 1 30 84 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 0.9979 D IAHEIPVVPETTAINDLLLQFR Q 2 2488.3689 2489.9054 1.5365 -2.0067 -188.95 3.107 0.432 0 1 20 42 1 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 0.9867 R LSLLLAPPMK L 2 1081.6569 1081.6576 0.0006 0 0.59 2.199 0.176 1 80 11 18 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 0.9999 R VFDLDDTVVR E 2 1177.5979 1177.5854 -0.0125 0 -10.59 2.911 0.227 0 1 15 18 2 0 1
Q5V129_HALMA 1 Hypothetical protein rrnAC1898 rrnAC1898 459 28.1 10 21 0.9821 R YPVVDADDSDQIVGFIDVK D 2 2094.0157 2095.6854 1.6697 -2.0067 -160.92 2.717 0.134 1.2 2 16 36 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R VQQIIQQVEDTIYEFPLR L 3 2218.1634 2218.1695 0.0060 0 2.72 3.627 0.326 0 1 32 68 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R GEDIEQYRVQQIIQQVEDTIYEFPLR L 3 3208.6040 3209.6182 1.0141 -1.0034 3.37 4.855 0.546 0 1 33 100 2 1 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R GEDIEQYRVQQIIQQVEDTIYEFPLR L 3 3208.6040 3208.6085 0.0045 0 1.41 5.111 0.429 0 1 33 100 2 1 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 K INDIDSLDAGGINR T 2 1471.7267 1473.7918 2.0651 -2.0067 39.69 4.439 0.349 0 1 20 26 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 0.9939 K INDIDSLDAGGINR T 2 1471.7267 1473.7936 2.0668 -2.0067 40.86 3.097 0.118 0.6 1 19 26 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 K INDIDSLDAGGINRTELAETLQR A 3 2513.2721 2515.2982 2.0260 -2.0067 7.70 4.943 0.367 0 1 35 88 2 1 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 K INDIDSLDAGGINRTELAETLQR A 3 2513.2721 2513.2771 0.0049 0 1.96 4.055 0.409 0 1 32 88 2 1 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 0.9211 R IPPKLESALDR V 3 1237.7030 1237.7049 0.0019 0 1.55 1.661 0.186 0.3 8 16 40 2 1 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 0.9983 R IPPKLESALDRVER E 3 1621.9151 1621.9282 0.0130 0 8.04 1.962 0.318 0.3 9 20 52 2 2 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 0.9923 R IPPKLESALDRVER E 2 1621.9151 1621.9146 -0.0005 0 -0.29 2.962 0.136 0.3 1 16 26 2 2 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 0.9747 R IPPKLESALDRVER E 3 1621.9151 1621.9158 0.0007 0 0.41 1.793 0.259 0.2 40 19 52 2 2 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R LPANLALVLR V 2 1078.6862 1078.6894 0.0032 0 2.97 3.665 0.387 0 1 17 18 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R QVMGDVMELAIADAR G 3 1617.7854 1617.8051 0.0197 0 12.15 3.792 0.28 0 1 32 56 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R QVMGDVMELAIADAR G 2 1617.7854 1617.7873 0.0019 0 1.18 4.127 0.458 0 1 24 28 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R SFSLETLADEFSK T 2 1472.7035 1472.7071 0.0036 0 2.45 3.698 0.417 0 1 20 24 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 0.9997 K TIREEMDYQR E 3 1339.6190 1339.6194 0.0004 0 0.31 2.538 0.26 0.1 1 20 36 2 1 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R VQQIIQQVEDTIYEFPLR L 2 2218.1634 2218.1695 0.0061 0 2.75 4.78 0.492 0 1 26 34 2 0 1
Q5V1J4_HALMA 1 Hypothetical protein rrnAC1702 rrnAC1702 405 38.3 12 21 1 R VQQIIQQVEDTIYEFPLR L 3 2218.1634 2218.1707 0.0073 0 3.30 3.909 0.339 0 1 35 68 2 0 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R VEAPLAEVWK F 2 1140.6179 1140.6206 0.0027 0 2.33 2.955 0.34 0 1 15 18 2 0 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R ALSDRETLVHDHVEFELPGGPLGR A 4 2643.3405 2643.3439 0.0034 0 1.29 3.816 0.368 0 1 40 138 2 1 1



Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R ALSDRETLVHDHVEFELPGGPLGR A 4 2643.3405 2643.3435 0.0029 0 1.11 3.374 0.387 0 1 41 138 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R ALSDRETLVHDHVEFELPGGPLGR A 3 2643.3405 2643.3405 0.0000 0 0.00 5.016 0.435 0 1 34 92 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 0.9996 R ALSDRETLVHDHVEFELPGGPLGR A 5 2643.3405 2643.3422 0.0017 0 0.64 2.869 0.237 0.1 4 43 184 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 0.9987 R ALSDRETLVHDHVEFELPGGPLGR A 4 2643.3405 2643.3561 0.0156 0 5.91 3.045 0.226 1.3 18 33 138 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 0.9900 R ALSDRETLVHDHVEFELPGGPLGR A 5 2643.3405 2643.3422 0.0017 0 0.64 3.052 0.154 0.3 29 41 184 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 0.9873 R ALSDRETLVHDHVEFELPGGPLGR A 5 2643.3405 2643.3434 0.0029 0 1.10 2.644 0.096 0.7 9 43 184 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R ETLVHDHVEFELPGGPLGR A 3 2101.0592 2101.0691 0.0099 0 4.71 4.668 0.315 0 1 34 72 2 0 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R ETLVHDHVEFELPGGPLGR A 4 2101.0592 2101.0681 0.0088 0 4.21 3.731 0.352 0.1 1 39 108 2 0 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 K FHATGDGLVALTPDWMNIR I 3 2113.0415 2113.0455 0.0040 0 1.88 3.835 0.334 0 1 36 72 2 0 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 K FHATGDGLVALTPDWMNIR I 3 2113.0415 2113.0444 0.0029 0 1.36 3.762 0.422 0 1 37 72 2 0 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R GPDGEPNPDELTAGSVVESSIKPFGVPPR Q 3 2947.4563 2947.4738 0.0175 0 5.92 5.444 0.541 0 1 41 112 2 0 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R IEAERGPDGEPNPDELTAGSVVESSIKPFGVPPR Q 4 3545.7638 3546.7709 1.0071 -1.0034 1.05 5.103 0.372 0 1 48 198 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R IEAERGPDGEPNPDELTAGSVVESSIKPFGVPPR Q 4 3545.7638 3546.7709 1.0071 -1.0034 1.05 5.319 0.398 0 1 54 198 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R IEAERGPDGEPNPDELTAGSVVESSIKPFGVPPR Q 3 3545.7638 3546.7754 1.0116 -1.0034 2.32 6.569 0.591 0 1 39 132 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R IEAERGPDGEPNPDELTAGSVVESSIKPFGVPPR Q 4 3545.7638 3545.7739 0.0100 0 2.83 5.182 0.36 0 1 51 198 2 1 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 0.9962 R QQWVSNIVAR E 2 1199.6411 1199.6454 0.0043 0 3.60 2.042 0.159 0 1 14 18 2 0 1
Q5V3Y7_HALMA 1 Hypothetical protein rrnAC0776 rrnAC0776 161 62.1 8 21 1 R VEAPLAEVWK F 2 1140.6179 1140.6203 0.0024 0 2.11 3.029 0.384 0 2 15 18 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R MHQQLPGTDYGVHK I 3 1625.7671 1625.7614 -0.0058 0 -3.54 3.498 0.372 0 1 25 52 2 0 1 M[147]HQQLPGTDYGVHK
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R DSAAVANRHDVPVYIPDWMSGVEEDIDAPVER M 3 3567.6627 3566.6420 -1.0207 1 -5.81 5.154 0.432 0 1 37 124 2 1 1 DSAAVANRHDVPVYIPDWM[147]SGVEEDIDAPVER
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R DSAAVANRHDVPVYIPDWMSGVEEDIDAPVER M 3 3551.6627 3552.6696 1.0069 -1.0034 0.99 6.194 0.571 0 1 44 124 2 1 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 0.9988 R DSAAVANRHDVPVYIPDWMSGVEEDIDAPVER M 3 3567.6627 3566.6475 -1.0152 1 -4.27 3.45 0.367 0 1 32 124 2 1 1 DSAAVANRHDVPVYIPDWM[147]SGVEEDIDAPVER
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R LDPERVLVGHGDGVMEDAAEAIDYALR G 4 2910.4181 2910.4216 0.0035 0 1.19 3.552 0.307 0 1 41 156 2 1 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 0.9999 R LDPERVLVGHGDGVMEDAAEAIDYALR G 4 2910.4181 2910.4208 0.0027 0 0.94 3.369 0.243 0 1 37 156 2 1 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R MHQQLPGTDYGVHK I 3 1625.7671 1625.7621 -0.0050 0 -3.09 3.916 0.381 0 1 29 52 2 0 1 M[147]HQQLPGTDYGVHK
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R MHQQLPGTDYGVHK I 3 1609.7671 1609.7666 -0.0006 0 -0.35 4.167 0.407 0 1 30 52 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R MHQQLPGTDYGVHK I 2 1609.7671 1609.7661 -0.0010 0 -0.64 3.655 0.364 0 1 14 26 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R MHQQLPGTDYGVHK I 3 1609.7671 1609.7677 0.0005 0 0.33 4.423 0.448 0 1 26 52 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R MHQQLPGTDYGVHK I 3 1625.7671 1625.7650 -0.0021 0 -1.28 3.58 0.29 0 1 27 52 2 0 1 M[147]HQQLPGTDYGVHK
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R VLVGHGDGVMEDAAEAIDYALR G 3 2300.1107 2300.1119 0.0012 0 0.51 4.822 0.471 0 1 33 84 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R VLVGHGDGVMEDAAEAIDYALR G 3 2300.1107 2300.1121 0.0014 0 0.59 5.009 0.501 0 1 34 84 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R VLVGHGDGVMEDAAEAIDYALR G 3 2300.1107 2300.1139 0.0032 0 1.39 4.763 0.428 0 1 36 84 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R VLVGHGDGVMEDAAEAIDYALR G 2 2300.1107 2300.1158 0.0051 0 2.22 6.675 0.556 0 1 31 42 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R VLVGHGDGVMEDAAEAIDYALR G 3 2300.1107 2300.1161 0.0054 0 2.34 4.946 0.43 0 1 37 84 2 0 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R VLVGHGDGVMEDAAEAIDYALRGSR G 3 2600.2653 2601.2782 1.0128 -1.0034 3.65 4.036 0.436 0 1 30 96 2 1 1
Q5V527_HALMA 1 Hypothetical protein rrnAC0325 rrnAC0325 226 37.2 7 21 1 R VLVGHGDGVMEDAAEAIDYALRGSR G 4 2600.2653 2600.2665 0.0012 0 0.47 4.985 0.441 0 1 50 144 2 1 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9662 R ETLVDWAGDRDSQVTNPERR A 3 2343.1203 2344.1182 0.9978 -1.0034 -2.35 3.127 0.153 0.8 9 23 76 2 1 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 1 K ALEPHIADGRDVVVIEPSDHAMFTR E 4 2774.3810 2774.3864 0.0054 0 1.95 3.334 0.344 0 1 43 144 2 1 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9995 K ALEPHIADGRDVVVIEPSDHAMFTR E 5 2774.3810 2774.3798 -0.0012 0 -0.44 2.991 0.149 0.1 1 56 192 2 1 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9981 K ALEPHIADGRDVVVIEPSDHAMFTR E 5 2774.3810 2775.4136 1.0326 -1.0034 10.54 2.826 0.221 0.4 4 52 192 2 1 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9955 R DVVVIEPSDHAMFTR E 3 1714.8348 1714.8383 0.0035 0 2.05 2.494 0.124 0.4 1 23 56 2 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 1 R ESIAELFNEQFDPDEPLETAAELTHFAR E 3 3218.5044 3220.5382 2.0337 -2.0067 8.40 6.295 0.464 0 1 35 108 2 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 1 R ESIAELFNEQFDPDEPLETAAELTHFAR E 3 3218.5044 3220.5682 2.0637 -2.0067 17.72 6.072 0.5 0 1 36 108 2 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 1 R ESIAELFNEQFDPDEPLETAAELTHFAR E 3 3218.5044 3219.5187 1.0143 -1.0034 3.39 6.862 0.474 0 1 34 108 2 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 1 R ESIAELFNEQFDPDEPLETAAELTHFAR E 3 3218.5044 3219.5348 1.0304 -1.0034 8.40 5.187 0.46 0 1 34 108 2 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9885 R ETLVDWAGDRDSQVTNPER R 3 2187.0192 2187.0196 0.0003 0 0.15 2.725 0.138 1 1 26 72 2 1 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9265 R FFGNFETVAK L 2 1158.5709 1158.1654 -0.4055 0 -349.98 1.733 0.135 0.3 20 11 18 2 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 1 K LGSATAPVSNWLADTTLAR Q 2 1943.0112 1943.0161 0.0049 0 2.50 4.539 0.555 0 1 23 36 2 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9987 K LGSATAPVSNWLADTTLAR Q 3 1943.0112 1944.8182 1.8069 -2.0067 -102.81 3.03 0.215 0.3 4 22 72 2 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 1 K SRESIAELFNEQFDPDEPLETAAELTHFAR E 4 3461.6375 3461.6418 0.0043 0 1.23 6.197 0.312 0 2 45 174 2 1 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 1 R TQLEDDGVQDRPVVASGTS C 2 1972.9338 1972.9325 -0.0014 0 -0.69 4.085 0.508 0 1 19 36 1 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9927 R TQLEDDGVQDRPVVASGTS C 2 1972.9338 1971.9538 -0.9800 1 10.14 4.897 0.343 0 1 23 36 1 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9733 R TQLEDDGVQDRPVVASGTS C 2 1972.9338 1971.9538 -0.9800 1 10.14 3.357 0.407 0 1 23 36 1 0 1
Q5V6W1_HALMA 1 4Fe-S protein pNG7017 pNG7017 726 19.3 10 21 0.9435 R TQLEDDGVQDRPVVASGTS C 2 1972.9338 1971.9502 -0.9837 1 8.28 3.168 0.384 0 1 19 36 1 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 K LIQAESIDEAATIAVEIANQTLSFPLSSVHLER K 4 3564.8675 3564.8793 0.0118 0 3.32 7.183 0.506 0 1 60 192 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 R ELTETNSVLSSVLDNMPVGILIEDADR T 3 2929.4590 2931.4582 1.9991 -2.0067 -2.58 5.182 0.401 0 1 33 104 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 R ELTETNSVLSSVLDNMPVGILIEDADR T 3 2929.4590 2929.4710 0.0120 0 4.10 4.053 0.356 0 1 28 104 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 0.9998 R ELTETNSVLSSVLDNMPVGILIEDADR T 3 2929.4590 2929.4670 0.0080 0 2.72 3.272 0.242 0.2 5 24 104 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 0.9996 R ELTETNSVLSSVLDNMPVGILIEDADRTITTANKK L 4 3786.9561 3787.9506 0.9945 -1.0034 -2.34 3.411 0.215 0.4 1 39 204 2 1 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 K LIQAESIDEAATIAVEIANQTLSFPLSSVHLER K 4 3564.8675 3564.8786 0.0111 0 3.11 7.146 0.484 0 1 54 192 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 K LIQAESIDEAATIAVEIANQTLSFPLSSVHLER K 4 3564.8675 3566.8688 2.0013 -2.0067 -1.51 7.169 0.509 0 1 58 192 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 K LIQAESIDEAATIAVEIANQTLSFPLSSVHLER K 3 3564.8675 3565.8682 1.0006 -1.0034 -0.76 5.368 0.544 0 1 33 128 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 K LIQAESIDEAATIAVEIANQTLSFPLSSVHLER K 4 3564.8675 3564.8828 0.0152 0 4.27 6.763 0.509 0 1 53 192 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 K LIQAESIDEAATIAVEIANQTLSFPLSSVHLER K 3 3564.8675 3566.8882 2.0206 -2.0067 3.91 5.406 0.535 0 1 35 128 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 R LQATNPAIAAHGTPQQHYALK T 4 2229.1654 2229.1630 -0.0024 0 -1.07 2.657 0.274 0.3 1 41 120 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 R LQATNPAIAAHGTPQQHYALK T 4 2229.1654 2229.1643 -0.0012 0 -0.52 3.072 0.378 0.1 2 42 120 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 0.9998 R LQATNPAIAAHGTPQQHYALK T 3 2229.1654 2229.1713 0.0059 0 2.66 2.471 0.277 0 1 35 80 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 0.9994 R LQATNPAIAAHGTPQQHYALK T 3 2229.1654 2229.1653 -0.0001 0 -0.05 3.182 0.169 0.1 1 29 80 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 0.9976 R LQATNPAIAAHGTPQQHYALK T 4 2229.1654 2229.1679 0.0025 0 1.12 2.725 0.144 0.3 8 35 120 2 0 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 K NAIQHNDKQDPEITISAIDQK E 3 2377.1873 2377.1859 -0.0014 0 -0.58 5.556 0.397 0 1 32 80 2 1 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 K NAIQHNDKQDPEITISAIDQKEYVQLR I 5 3165.6054 3165.6072 0.0018 0 0.57 3.945 0.331 0 1 49 208 2 2 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 0.9981 K NAIQHNDKQDPEITISAIDQKEYVQLR I 4 3165.6054 3164.5478 -1.0576 1 -18.20 4.326 0.329 0 1 45 156 2 2 1
Q5UWK8_HALMA 1 Sensor protein (EC 2.7.13.3) rrnB0156 rrnB0156 964 15 8 20 1 R SYVSYSLPDGTGNIWLYR D 2 2090.0109 2090.0140 0.0031 0 1.48 5.07 0.545 0 1 22 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 3 1951.8759 1951.8801 0.0042 0 2.13 4.538 0.464 0 1 35 68 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1951.8794 0.0034 0 1.76 4.445 0.406 0 1 21 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1951.8823 0.0064 0 3.27 4.287 0.553 0 1 23 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 3 1951.8759 1951.8819 0.0060 0 3.07 3.345 0.281 0 1 30 68 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1951.8792 0.0033 0 1.70 5.22 0.497 0 1 22 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1951.8827 0.0067 0 3.45 4.452 0.557 0 1 23 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1951.8788 0.0028 0 1.45 4.436 0.59 0 1 23 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1951.8794 0.0034 0 1.76 4.583 0.564 0 1 23 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1951.8827 0.0067 0 3.45 4.408 0.36 0 1 22 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1951.8788 0.0028 0 1.45 4.677 0.366 0 1 22 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGDDEFTQALNDGLSTVR D 3 1951.8759 1951.8801 0.0042 0 2.13 4.209 0.418 0 1 34 68 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 0.9861 R DGDDEFTQALNDGLSTVR D 2 1951.8759 1953.3654 1.4895 -1.0034 249.08 2.652 0.193 0.2 12 13 34 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGSTYQDLTNKWFGQQ - 2 1886.8435 1886.8470 0.0035 0 1.85 4.583 0.516 0 1 21 30 2 1 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGSTYQDLTNKWFGQQ - 2 1886.8435 1886.8464 0.0029 0 1.53 4.526 0.465 0 1 20 30 2 1 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R DGSTYQDLTNKWFGQQ - 2 1886.8435 1886.8438 0.0003 0 0.17 4.572 0.434 0 1 21 30 2 1 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 0.9999 R DGSTYQDLTNKWFGQQ - 2 1886.8435 1886.8955 0.0520 0 27.54 3.523 0.353 0 1 19 30 2 1 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 R EDGDFSPASLSDLSGRPIGAQK G 2 2246.0815 2246.0882 0.0067 0 2.99 4.455 0.531 0 1 21 42 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 0.9999 R EDGDFSPASLSDLSGRPIGAQK G 3 2246.0815 2246.0859 0.0044 0 1.95 2.476 0.297 0.1 1 25 84 2 0 1
Q5V1F3_HALMA 1 Amino acid ABC transporter amino acid-binding protein argT rrnAC1750 266 25.6 4 20 1 D PYYSSNQAIVVR E 2 1395.7146 1395.7186 0.0040 0 2.85 3.919 0.492 0 1 20 22 1 0 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R SDIETVADKYGAMQVQHAHVR F 4 2354.1437 2354.1450 0.0012 0 0.53 4.016 0.371 0 1 38 120 2 1 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 0.9997 R ADIRSDIETVADKYGAMQVQHAHVR F 5 2809.3929 2809.3896 -0.0033 0 -1.19 2.717 0.19 1.1 1 53 192 2 2 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 K GQAAGSGEGYGAETAFNVALDKLER N 3 2510.2037 2511.2182 1.0144 -1.0034 4.42 4.265 0.497 0 1 35 96 2 1 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 K GQAAGSGEGYGAETAFNVALDKLER N 3 2510.2037 2510.2102 0.0065 0 2.59 3.845 0.4 0 1 29 96 2 1 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R HDIVDVVVR D 2 1050.5822 1050.5871 0.0049 0 4.67 3.051 0.337 0 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R HDIVDVVVRDMNK T 3 1538.7875 1538.7848 -0.0027 0 -1.76 3.352 0.335 0.1 1 21 48 2 1 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 K LGDSVEDAVAR M 2 1130.5567 1130.5578 0.0011 0 0.98 3.818 0.379 0 1 19 20 2 0 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 0.9908 R LPVLGDDDGLTGMVTR H 2 1657.8345 1658.8254 0.9909 -1.0034 -7.50 4.096 0.005 0 2 22 30 2 0 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R LPVLGDDDGLTGMVTRHDIVDVVVR D 4 2690.4061 2691.4138 1.0076 -1.0034 1.60 3.765 0.418 0 1 44 144 2 1 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 - MDIADIATR E 2 1004.4961 1004.4981 0.0020 0 1.95 2.929 0.327 0.1 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R MLENDFAGLVVTPEDDDTHVAGILTK T 3 2815.3637 2815.3745 0.0108 0 3.84 4.016 0.231 0 1 35 100 2 0 1 M[147]LENDFAGLVVTPEDDDTHVAGILTK
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R MLENDFAGLVVTPEDDDTHVAGILTK T 3 2815.3637 2815.3679 0.0042 0 1.50 5.507 0.441 0 1 37 100 2 0 1 M[147]LENDFAGLVVTPEDDDTHVAGILTK
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R SDIETVADKYGAMQVQHAHVR F 3 2354.1437 2354.1449 0.0011 0 0.48 5.216 0.374 0 1 35 80 2 1 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R SDIETVADKYGAMQVQHAHVR F 4 2370.1437 2370.1381 -0.0056 0 -2.36 3.244 0.328 0 1 36 120 2 1 1 SDIETVADKYGAM[147]QVQHAHVR
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R SDIETVADKYGAMQVQHAHVR F 4 2354.1437 2354.1484 0.0047 0 1.98 4.474 0.368 0 1 41 120 2 1 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R SDIETVADKYGAMQVQHAHVR F 4 2354.1437 2354.1447 0.0010 0 0.42 4.446 0.325 0 1 41 120 2 1 1



Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R SDIETVADKYGAMQVQHAHVR F 3 2354.1437 2354.1447 0.0010 0 0.40 5.43 0.374 0 1 40 80 2 1 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R TNKGQAAGSGEGYGAETAFNVALDKLER N 4 2853.3893 2853.3955 0.0061 0 2.15 3.671 0.322 0.2 1 44 162 2 2 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 1 R VLDMPVYDVMSSPVETAK L 2 1979.9584 1980.9654 1.0070 -1.0034 1.86 4.923 0.494 0 1 26 34 2 0 1
Q5V207_HALMA 1 Hypothetical protein rrnAC1525 rrnAC1525 380 38.4 12 20 0.9992 R VLDMPVYDVMSSPVETAK L 2 2011.9584 2013.8915 1.9330 -2.0067 -36.62 2.66 0.293 0.1 1 16 34 2 0 1 VLDM[147]PVYDVM[147]SSPVETAK
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9998 R ATNLLADPFVEGIVLNSR D 3 1928.0367 1928.0182 -0.0186 0 -9.62 2.985 0.237 0.4 3 25 68 2 0 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 R ATNLLADPFVEGIVLNSR D 3 1928.0367 1928.0482 0.0114 0 5.94 3.724 0.277 0 1 32 68 2 0 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9990 R ATNLLADPFVEGIVLNSRDVTEQLQR K 3 2897.5247 2897.5330 0.0083 0 2.87 2.623 0.256 0.1 1 27 100 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 R HTLVEEMADPVFVVDKDER L 4 2228.0783 2228.0815 0.0032 0 1.42 3.012 0.267 0.1 1 37 108 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 R HTLVEEMADPVFVVDKDER L 3 2228.0783 2228.0819 0.0035 0 1.59 5.364 0.424 0 1 39 72 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 R HTLVEEMADPVFVVDKDER L 3 2228.0783 2228.0923 0.0140 0 6.28 5.404 0.438 0 1 39 72 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 R HTLVEEMADPVFVVDKDER L 4 2228.0783 2228.0849 0.0066 0 2.96 3.909 0.392 0 1 38 108 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 K ILGYEPTELVGENVIEYIHPDDRR D 4 2826.4188 2826.4250 0.0062 0 2.18 5.021 0.47 0 1 53 138 2 0 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 K ILGYEPTELVGENVIEYIHPDDRR D 4 2826.4188 2826.4274 0.0086 0 3.05 5.524 0.473 0 1 53 138 2 0 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 K ILGYEPTELVGENVIEYIHPDDRR D 4 2826.4188 2826.4228 0.0040 0 1.41 5.017 0.49 0 1 57 138 2 0 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9400 R LDQFASIVAHDLR N 3 1483.7783 1483.7782 -0.0002 0 -0.10 2.292 0.011 1.9 1 23 48 2 0 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 R LDQFASIVAHDLRNPLNVASGR L 4 2392.2611 2392.2697 0.0086 0 3.59 3.376 0.333 0 1 43 126 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 1 R LDQFASIVAHDLRNPLNVASGR L 4 2392.2611 2392.2661 0.0049 0 2.06 3.21 0.275 0.2 1 42 126 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9999 R LDQFASIVAHDLRNPLNVASGR L 4 2392.2611 2393.2509 0.9898 -1.0034 -5.68 2.753 0.267 0.3 1 41 126 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9896 R LRNLFENLFR N 3 1320.7302 1321.7482 1.0179 -1.0034 11.05 2.557 0.163 1.1 1 17 36 2 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9804 R NLFENLFR N 2 1051.5451 1051.5462 0.0011 0 1.06 2.214 0.004 0 1 13 14 2 0 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9788 R NLFENLFR N 2 1051.5451 1051.5482 0.0031 0 2.92 2.192 0.004 0 1 13 14 2 0 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9999 D PVFVVDKDER L 3 1202.6295 1202.6323 0.0028 0 2.30 2.907 0.429 0 1 22 36 1 1 1
Q5V3E3_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC0991 644 15.7 9 20 0.9989 D PVFVVDKDER L 3 1202.6295 1202.6288 -0.0007 0 -0.60 3.094 0.338 0 1 22 36 1 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R IQDQTENIDEKVETALKR A 3 2129.0964 2130.0982 1.0017 -1.0034 -0.75 4.295 0.285 0 1 34 68 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R AALWDEVKDQLDK S 2 1529.7725 1529.7762 0.0037 0 2.42 4.369 0.396 0 1 20 24 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R AALWDEVKDQLDK S 2 1529.7725 1529.7754 0.0028 0 1.86 4.458 0.48 0 1 20 24 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 0.9219 R AALWDEVKDQLDK S 3 1529.7725 1529.7735 0.0009 0 0.61 1.158 0.248 1.9 1 22 48 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R AALWDEVKDQLDKSALDLSGGQQQR L 3 2770.3886 2770.3906 0.0020 0 0.73 6.903 0.439 0 1 40 96 2 2 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R AALWDEVKDQLDKSALDLSGGQQQR L 3 2770.3886 2770.3888 0.0002 0 0.07 6.957 0.421 0 1 40 96 2 2 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 0.9990 R IGMVFQHPNPFPK S 3 1526.7755 1526.7783 0.0028 0 1.83 2.487 0.177 0.6 1 21 48 2 0 1 IGM[147]VFQHPNPFPK

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 0.9976 R IGMVFQHPNPFPK S 3 1510.7755 1510.7786 0.0030 0 2.01 2.233 0.183 0.8 2 21 48 2 0 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 0.9958 R IGMVFQHPNPFPK S 3 1510.7755 1510.7764 0.0009 0 0.61 2.369 0.132 0.3 1 23 48 2 0 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 0.9753 R IGMVFQHPNPFPK S 3 1510.7755 1510.7764 0.0008 0 0.55 2.196 0.083 1.3 2 19 48 2 0 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 0.9322 R IGMVFQHPNPFPK S 3 1526.7755 1526.7732 -0.0023 0 -1.53 2.22 0.066 0.5 19 19 48 2 0 1 IGM[147]VFQHPNPFPK

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R IQDQTENIDEKVETALKR A 4 2129.0964 2129.1018 0.0053 0 2.50 4.203 0.272 0.1 1 50 102 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R IQDQTENIDEKVETALKR A 4 2129.0964 2129.0969 0.0004 0 0.21 3.838 0.296 0 1 47 102 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R IQDQTENIDEKVETALKR A 3 2129.0964 2129.0998 0.0034 0 1.59 4.57 0.304 0 1 35 68 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R IQDQTENIDEKVETALKR A 3 2129.0964 2130.0982 1.0017 -1.0034 -0.75 4.536 0.319 0 1 35 68 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 1 R IQDQTENIDEKVETALKR A 4 2129.0964 2129.0986 0.0022 0 1.01 3.95 0.273 0 1 48 102 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 0.9999 R IQDQTENIDEKVETALKR A 3 2129.0964 2129.1015 0.0050 0 2.37 3.504 0.251 0.1 1 33 68 2 1 1

PSTB1_HALMAReview 1 Phosphate import ATP-binding protein pstB 1 (EC 3.6.3.27) (Phosphate-
transporting ATPase 1) (ABC phosphate transporter 1) pstB1 rrnAC1505 299 19.1 5 19 0.9995 R IQDQTENIDEKVETALKR A 4 2129.0964 2129.0988 0.0024 0 1.13 3.62 0.169 0.2 2 35 102 2 1 1

Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R LLLGESLPTDEEQRLRDIVMQNEHVDEVIGFR T 4 3749.9047 3749.9277 0.0230 0 6.12 4.446 0.385 0 1 46 186 2 2 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R DIVMQNEHVDEVIGFR T 2 1899.9149 1899.9193 0.0044 0 2.30 5.72 0.493 0 1 26 30 2 0 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R DIVMQNEHVDEVIGFR T 3 1899.9149 1899.9182 0.0033 0 1.74 3.786 0.259 0 1 33 60 2 0 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R DIVMQNEHVDEVIGFR T 3 1899.9149 1899.9210 0.0061 0 3.19 4.247 0.307 0 1 32 60 2 0 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 0.9999 R DIVMQNEHVDEVIGFR T 3 1899.9149 1899.9212 0.0062 0 3.28 3.207 0.238 0.1 1 24 60 2 0 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 0.9592 R DIVMQNEHVDEVIGFR T 2 1899.9149 1899.9254 0.0105 0 5.54 2.022 0.061 2.6 1 15 30 2 0 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R LLLGESLPTDEEQR L 2 1598.8151 1598.8144 -0.0007 0 -0.44 3.658 0.512 0 1 21 26 2 0 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R LLLGESLPTDEEQR L 2 1598.8151 1598.8177 0.0026 0 1.63 3.562 0.555 0 1 21 26 2 0 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R LLLGESLPTDEEQR L 2 1598.8151 1598.8202 0.0050 0 3.15 3.572 0.505 0 1 19 26 2 0 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R LLLGESLPTDEEQRLRDIVMQNEHVDEVIGFR T 4 3749.9047 3749.9218 0.0171 0 4.56 4.359 0.427 0 1 42 186 2 2 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R LLLGESLPTDEEQRLRDIVMQNEHVDEVIGFR T 4 3749.9047 3749.9179 0.0132 0 3.52 4.099 0.417 0 1 41 186 2 2 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 0.9251 R LLLGESLPTDEEQRLRDIVMQNEHVDEVIGFR T 5 3749.9047 3749.9099 0.0052 0 1.38 1.264 0.088 7.4 12 51 248 2 2 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R LRDIVMQNEHVDEVIGFR T 3 2169.1000 2169.1043 0.0043 0 1.99 4.681 0.464 0 1 27 68 2 1 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 1 R LRDIVMQNEHVDEVIGFR T 4 2169.1000 2169.0988 -0.0012 0 -0.55 2.82 0.258 0 1 37 102 2 1 1
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 0.9999 R LRDIVMQNEHVDEVIGFR T 4 2185.1000 2186.0909 0.9909 -1.0034 -5.71 3.221 0.312 0.1 2 33 102 2 1 1 LRDIVM[147]QNEHVDEVIGFR
Q5UZ15_HALMA 1 Cation efflux protein cat rrnAC2721 323 9.9 5 19 0.9996 R LRDIVMQNEHVDEVIGFR T 4 2185.1000 2185.0981 -0.0019 0 -0.88 2.932 0.204 0 3 33 102 2 1 1 LRDIVM[147]QNEHVDEVIGFR
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 1 R LSWHAGGTGGTYFPLSNEFK T 2 2168.0327 2168.0370 0.0042 0 1.95 5.232 0.568 0 1 29 38 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 1 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0401 0.0074 0 3.41 3.233 0.295 0.1 1 32 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 1 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0332 0.0004 0 0.20 3.18 0.317 0.1 1 28 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 1 R LSWHAGGTGGTYFPLSNEFK T 2 2168.0327 2168.0357 0.0030 0 1.39 5.178 0.511 0 1 28 38 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 1 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0396 0.0068 0 3.16 3.165 0.295 0.1 1 28 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 1 R LSWHAGGTGGTYFPLSNEFK T 2 2168.0327 2168.0333 0.0006 0 0.27 5.299 0.56 0 1 28 38 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 1 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0392 0.0065 0 2.99 3.196 0.282 0 1 29 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 1 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0368 0.0041 0 1.89 3.422 0.323 0 1 31 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9999 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0370 0.0043 0 1.98 3.065 0.26 0.2 1 29 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9999 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0414 0.0087 0 4.00 3.193 0.239 0.2 2 24 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9998 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2169.0382 1.0054 -1.0034 0.97 3.15 0.248 0.1 1 28 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9984 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0396 0.0068 0 3.16 3.48 0.107 0.7 1 30 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9983 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2168.0350 0.0023 0 1.05 2.806 0.153 0.4 1 27 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9971 R LSWHAGGTGGTYFPLSNEFK T 2 2168.0327 2168.9291 0.8963 -1.0034 -49.36 4.101 0.05 0 1 22 38 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9955 R LSWHAGGTGGTYFPLSNEFK T 3 2168.0327 2169.0382 1.0054 -1.0034 0.97 2.835 0.172 0.3 2 26 76 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9969 R NGDIDAAFVVGGWPVGAIEDLANTNDLVIVPISGDNR A 3 3792.8959 3794.9182 2.0222 -2.0067 4.10 3.071 0.168 0.6 1 26 144 2 0 1
Q5UZD0_HALMA 1 Immunogenic protein imp rrnAC2580 345 24.3 4 19 0.9744 R NGDIDAAFVVGGWPVGAIEDLANTNDLVIVPISGDNR A 3 3792.8959 3794.9182 2.0222 -2.0067 4.10 3.313 0.166 0.6 276 20 144 2 0 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 0.9997 K GREEVEQELEEMR D 2 1632.7413 1632.7452 0.0039 0 2.38 3.639 0.229 0 1 20 24 2 1 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 2 1632.7413 1632.7418 0.0005 0 0.29 4.848 0.342 0 1 20 24 2 1 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 2 1632.7413 1632.7452 0.0039 0 2.38 5.029 0.383 0 1 20 24 2 1 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 2 1632.7413 1632.7436 0.0023 0 1.41 5.02 0.383 0 1 20 24 2 1 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 3 1648.7413 1648.7356 -0.0057 0 -3.46 4.069 0.369 0 1 26 48 2 1 1 GREEVEQELEEM[147]R
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 3 1632.7413 1632.7443 0.0030 0 1.81 4.259 0.358 0 1 28 48 2 1 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 2 1632.7413 1632.7422 0.0008 0 0.51 3.657 0.331 0 1 19 24 2 1 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 3 1632.7413 1632.7426 0.0013 0 0.80 4.22 0.404 0 1 29 48 2 1 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 3 1632.7413 1632.7461 0.0048 0 2.93 4.043 0.367 0 1 28 48 2 1 1
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 2 1648.7413 1648.7357 -0.0056 0 -3.42 3.236 0.386 0 1 18 24 2 1 1 GREEVEQELEEM[147]R
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 3 1648.7413 1648.7353 -0.0061 0 -3.68 3.653 0.292 0 1 26 48 2 1 1 GREEVEQELEEM[147]R
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 1 K GREEVEQELEEMR D 3 1648.7413 1648.7378 -0.0035 0 -2.13 4.286 0.321 0 1 27 48 2 1 1 GREEVEQELEEM[147]R
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 0.9999 K GREEVEQELEEMR D 2 1648.7413 1648.7372 -0.0042 0 -2.53 3.014 0.38 0 1 17 24 2 1 1 GREEVEQELEEM[147]R
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 0.9999 K GREEVEQELEEMR D 3 1648.7413 1648.7353 -0.0061 0 -3.68 4.011 0.222 0 2 24 48 2 1 1 GREEVEQELEEM[147]R
Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 0.9999 K GREEVEQELEEMR D 2 1648.7413 1648.7373 -0.0040 0 -2.45 2.559 0.411 0 1 18 24 2 1 1 GREEVEQELEEM[147]R



Q5V4K8_HALMA 1 Putative sec-independent transolcation prot rrnAC0524 rrnAC0524 90 56.7 3 19 0.9987 K GREEVEQELEEMR D 2 1632.7413 1632.7413 0.0000 0 -0.01 2.918 0.231 0.3 1 16 24 2 1 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 R ATEADDVERPDMDEDVKER L 3 2234.9648 2234.9496 -0.0152 0 -6.81 3.252 0.343 0 1 27 72 2 1 1 ATEADDVERPDM[147]DEDVKER
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 R ATEADDVERPDMDEDVKER L 4 2234.9648 2234.9572 -0.0076 0 -3.40 2.856 0.33 0.2 1 33 108 2 1 1 ATEADDVERPDM[147]DEDVKER
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9955 R ATEADDVERPDMDEDVKER L 3 2218.9648 2218.9638 -0.0011 0 -0.48 2.985 0.168 0.2 2 23 72 2 1 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 R ISEEQTLISEVFNDAGYR T 3 2069.9905 2069.9947 0.0041 0 1.99 4.697 0.451 0 1 35 68 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 R ISEEQTLISEVFNDAGYR T 3 2069.9905 2069.9950 0.0045 0 2.17 3.73 0.359 0 3 24 68 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9964 R KFRDEPVSDDESIQLR R 2 1932.9541 1934.8254 1.8713 -2.0067 -70.04 3.346 0.254 0.1 1 17 30 2 1 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9981 R KFRDEPVSDDESIQLRR K 4 2089.0552 2089.0554 0.0001 0 0.07 3.637 0.115 0.2 2 32 96 2 1 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 R LAFDGEWDRNEILGGYR D 3 2009.9595 2009.9648 0.0053 0 2.63 3.466 0.363 0.1 1 28 64 2 1 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9999 R LAFDGEWDRNEILGGYRDSDGYEHLR I 4 3082.4169 3082.4326 0.0156 0 5.07 4.444 0.199 0 1 42 150 2 2 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9974 D PEEQVNVIEEHPSR E 3 1661.8009 1662.8182 1.0172 -1.0034 8.36 4.048 0.257 0 1 31 52 1 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9785 D PEEQVNVIEEHPSR E 3 1661.8009 1661.8029 0.0020 0 1.21 3.322 0.188 0.1 1 27 52 1 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 K STWGDDYVMALTADHGDHFLEHGYFGGAR L 5 3224.4046 3224.4039 -0.0007 0 -0.22 3.24 0.312 0 1 53 224 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 K TNLDGTLLSLLR R 2 1314.7507 1314.7501 -0.0006 0 -0.48 3.492 0.397 0 1 19 22 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 K TNLDGTLLSLLR R 2 1314.7507 1314.7506 -0.0001 0 -0.11 3.467 0.415 0 1 20 22 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 1 K TNLDGTLLSLLR R 2 1314.7507 1314.7534 0.0027 0 2.03 3.669 0.396 0 1 20 22 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9998 K TNLDGTLLSLLR R 2 1314.7507 1314.7535 0.0028 0 2.12 3.787 0.101 0.3 1 19 22 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9993 K TNLDGTLLSLLR R 2 1314.7507 1314.0254 -0.7253 1 208.96 2.937 0.384 0 1 20 22 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase yidJ rrnAC0428 451 32.8 10 19 0.9493 K TNLDGTLLSLLR R 3 1314.7507 1314.7492 -0.0015 0 -1.14 2.711 0.038 1.9 37 21 44 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R EEVNDELEAEMLDAWEALQAEVEDRDVTWR T 3 3589.6155 3590.6182 1.0026 -1.0034 -0.20 4.97 0.473 0 1 38 116 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R AAEHLDLSEGMLEQLR H 3 1810.8883 1810.8931 0.0048 0 2.63 4.874 0.287 0 1 33 60 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R AAEHLDLSEGMLEQLRHPSK T 3 2260.1270 2260.1182 -0.0089 0 -3.92 3.131 0.36 0 1 24 76 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R AAEHLDLSEGMLEQLRHPSK T 5 2260.1270 2260.1293 0.0023 0 1.02 4.147 0.309 0 1 45 152 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R AAEHLDLSEGMLEQLRHPSK T 5 2260.1270 2260.1302 0.0032 0 1.42 3.74 0.307 0.1 1 44 152 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 0.9995 R AAEHLDLSEGMLEQLRHPSK T 4 2260.1270 2260.1276 0.0006 0 0.27 3.389 0.178 0.6 2 36 114 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 0.9995 R AAEHLDLSEGMLEQLRHPSK T 5 2260.1270 2260.1264 -0.0006 0 -0.26 3.435 0.162 0.2 2 45 152 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R EEVNDELEAEMLDAWEALQAEVEDRDVTWR T 3 3589.6155 3591.6382 2.0226 -2.0067 4.44 5.653 0.436 0 1 42 116 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 K EPPEQATDEDESPIATAR R 2 1954.8756 1954.8823 0.0067 0 3.41 3.715 0.543 0 1 16 34 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 K EPPEQATDEDESPIATAR R 2 1954.8756 1954.8654 -0.0102 0 -5.21 2.751 0.438 0 1 16 34 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 0.9980 R FAEELREVVGPTK D 3 1473.7827 1472.8009 -0.9818 1 12.35 3.222 0.318 0 1 24 48 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 0.9833 R FAEELREVVGPTK D 3 1473.7827 1472.8507 -0.9320 1 46.14 2.996 0.26 0.1 1 27 48 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R RFAEELREVVGPTK D 2 1629.8838 1629.8825 -0.0013 0 -0.79 3.738 0.373 0.1 1 16 26 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R RFAEELREVVGPTK D 3 1629.8838 1629.8838 0.0000 0 -0.01 3.102 0.387 0 1 25 52 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 0.9999 R RFAEELREVVGPTK D 3 1629.8838 1629.8811 -0.0028 0 -1.69 2.864 0.31 0.1 1 24 52 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 R TAAYIVALSR I 2 1063.6026 1063.6021 -0.0005 0 -0.45 3.416 0.438 0 1 17 18 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 1 K TVEVSVPIHR T 2 1135.6349 1135.6347 -0.0002 0 -0.16 2.915 0.277 0 1 13 18 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3) gdhA1 rrnAC0384 427 26.2 9 19 0.9958 K TVEVSVPIHR T 2 1135.6349 1135.6344 -0.0006 0 -0.49 2.507 0.12 0.1 7 12 18 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R SQGEDVKEIQVQVLR T 3 1726.9213 1726.9238 0.0025 0 1.46 3.937 0.331 0 1 36 56 2 1 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R DFLDAATAEDFIAWVNR C 3 1952.9268 1953.9082 0.9813 -1.0034 -11.27 3.877 0.347 0 1 26 64 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 0.9993 K EIQVQVLR T 2 983.5764 983.5777 0.0012 0 1.27 2.143 0.209 0.1 1 11 14 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 0.9064 K EIQVQVLR T 2 983.5764 983.5777 0.0012 0 1.27 1.546 0.151 2.8 19 9 14 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R NIAGPANRPMPIVPLEISDGALR G 3 2400.2947 2400.2997 0.0050 0 2.07 4.848 0.521 0 1 41 88 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R NIAGPANRPMPIVPLEISDGALR G 3 2416.2947 2416.3007 0.0060 0 2.49 4.592 0.394 0 1 33 88 2 0 1 NIAGPANRPM[147]PIVPLEISDGALR
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R NIAGPANRPMPIVPLEISDGALR G 3 2400.2947 2400.3004 0.0057 0 2.38 5.088 0.494 0 1 41 88 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R NIAGPANRPMPIVPLEISDGALR G 3 2400.2947 2400.3006 0.0059 0 2.46 5.131 0.531 0 1 40 88 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R NIAGPANRPMPIVPLEISDGALR G 3 2400.2947 2400.3017 0.0070 0 2.91 4.987 0.491 0 1 37 88 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R SQGEDVKEIQVQVLR T 3 1726.9213 1726.9222 0.0009 0 0.51 4.515 0.365 0 1 36 56 2 1 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R SQGEDVKEIQVQVLR T 3 1726.9213 1726.9229 0.0016 0 0.93 4.656 0.372 0 1 36 56 2 1 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R SQGEDVKEIQVQVLR T 3 1726.9213 1726.9218 0.0005 0 0.30 4.335 0.406 0 1 37 56 2 1 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R SQGEDVKEIQVQVLR T 2 1726.9213 1726.9239 0.0026 0 1.51 4.843 0.298 0 1 23 28 2 1 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 0.9996 R SQGEDVKEIQVQVLR T 2 1726.9213 1726.9225 0.0011 0 0.66 4.491 0.159 0 1 22 28 2 1 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 0.9992 R SQGEDVKEIQVQVLR T 2 1726.9213 1726.9245 0.0032 0 1.86 3.905 0.166 0 1 21 28 2 1 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R VEHFENYESWGNNIGSDGLGKPAVATWR S 4 3132.4689 3132.4702 0.0012 0 0.40 4.896 0.36 0 1 43 162 2 0 1
Q5UX99_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC3424 rrnAC3424 295 33.6 7 18 1 R VEHFENYESWGNNIGSDGLGKPAVATWR S 3 3132.4689 3134.4682 1.9992 -2.0067 -2.38 6.266 0.469 0 1 40 108 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 0.9990 R AEEIIADAEADADQIREER E 3 2143.0029 2143.0069 0.0039 0 1.84 3 0.212 0.1 1 24 72 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R ALLDAAVDEFDDSDELSVYGR A 2 2299.0492 2299.0550 0.0058 0 2.52 4.079 0.59 0 1 24 40 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R ALLDAAVDEFDDSDELSVYGR A 2 2299.0492 2299.0541 0.0048 0 2.10 3.956 0.548 0 1 23 40 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R AQEISDAADERAEEIIADAEADADQIREEREAEVER T 5 4041.8635 4042.8636 1.0001 -1.0034 -0.81 1.929 0.447 0.3 1 50 280 2 3 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 0.9941 R AQEISDAADERAEEIIADAEADADQIREEREAEVER T 5 4041.8635 4043.8636 2.0001 -2.0067 -1.63 1.905 0.231 0.6 1 57 280 2 3 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 0.9833 R AQEISDAADERAEEIIADAEADADQIREEREAEVER T 4 4041.8635 4041.8444 -0.0191 0 -4.72 5.166 0.214 0.2 10 40 210 2 3 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R DILEDVHGDVEDALAALEGDRREELTR A 4 3035.4796 3036.4909 1.0113 -1.0034 2.61 4.835 0.479 0 2 41 156 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R DILEDVHGDVEDALAALEGDRREELTR A 4 3035.4796 3035.4584 -0.0212 0 -6.98 4.294 0.398 0 2 40 156 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 0.9998 M SLQTVVEDIRDEAR A 3 1629.8322 1629.8335 0.0012 0 0.76 3.145 0.418 0 1 27 52 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 0.9856 M SLQTVVEDIRDEAR A 3 1629.8322 1629.8346 0.0023 0 1.43 2.181 0.363 0.2 1 26 52 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 0.9579 M SLQTVVEDIRDEAR A 3 1629.8322 1629.8358 0.0036 0 2.22 2.207 0.32 0.4 1 27 52 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 0.9562 M SLQTVVEDIRDEAR A 3 1629.8322 1629.8316 -0.0006 0 -0.37 2.211 0.318 0.2 1 26 52 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R VNNTFDSILEDVWEDNLK A 3 2150.0168 2150.0171 0.0002 0 0.11 4.179 0.348 0 1 34 68 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R VNNTFDSILEDVWEDNLK A 3 2150.0168 2150.0233 0.0065 0 3.00 4.512 0.349 0 1 35 68 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R VNNTFDSILEDVWEDNLK A 2 2150.0168 2150.0213 0.0045 0 2.10 5.685 0.506 0 1 23 34 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R VNNTFDSILEDVWEDNLK A 2 2150.0168 2150.0208 0.0040 0 1.87 6.005 0.512 0 1 24 34 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R VNNTFDSILEDVWEDNLK A 3 2150.0168 2150.0224 0.0055 0 2.57 4.357 0.389 0 1 32 68 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14) atpE rrnAC3156 194 59.8 6 18 1 R VNNTFDSILEDVWEDNLK A 2 2150.0168 2150.0248 0.0079 0 3.69 5.984 0.51 0 1 24 34 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9997 R AAAALAPRPDAETAIER S 3 1721.9060 1723.8982 1.9921 -2.0067 -8.45 2.417 0.286 0.1 1 24 64 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9999 R AADIAVHDWPAAEPLER I 3 1859.9166 1859.9146 -0.0020 0 -1.07 3.248 0.224 0.1 1 24 64 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9998 R AADIAVHDWPAAEPLER I 3 1859.9166 1859.9203 0.0037 0 1.98 3.578 0.174 0 1 26 64 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 1 R LAATGHPVTVLSPDPTATDTAGHR L 4 2384.2084 2384.2167 0.0083 0 3.49 4.231 0.409 0 1 45 138 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 1 R LAATGHPVTVLSPDPTATDTAGHR L 3 2384.2084 2386.2082 1.9997 -2.0067 -2.92 5.139 0.396 0 1 35 92 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 1 R LAATGHPVTVLSPDPTATDTAGHR L 3 2384.2084 2384.2128 0.0044 0 1.83 4.799 0.417 0 1 33 92 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 1 R LAATGHPVTVLSPDPTATDTAGHR L 4 2384.2084 2384.2119 0.0034 0 1.44 4.232 0.353 0 1 48 138 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9999 R LAATGHPVTVLSPDPTATDTAGHR L 4 2384.2084 2384.2094 0.0010 0 0.42 3.223 0.188 0 1 45 138 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 1 R RLAATGHPVTVLSPDPTATDTAGHR L 4 2540.3095 2540.3115 0.0019 0 0.77 6.135 0.523 0 1 52 144 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 1 R RLAATGHPVTVLSPDPTATDTAGHR L 4 2540.3095 2540.3117 0.0022 0 0.86 5.645 0.505 0 1 52 144 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 1 R RLAATGHPVTVLSPDPTATDTAGHR L 3 2540.3095 2540.3164 0.0069 0 2.72 4.518 0.341 0 1 36 96 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9999 R VTVALTVHNNGSR T 3 1366.7317 1366.7320 0.0002 0 0.17 2.601 0.241 0.2 1 25 48 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9993 R VTVALTVHNNGSR T 2 1366.7317 1366.6134 -0.1183 0 -86.59 2.508 0.201 0.3 1 14 24 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9992 R VTVALTVHNNGSR T 3 1366.7317 1366.7337 0.0020 0 1.44 2.636 0.169 0.1 1 26 48 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9781 R VTVALTVHNNGSR T 2 1366.7317 1366.6098 -0.1219 0 -89.18 1.862 0.189 0.4 13 11 24 2 0 1
Q5UZA2_HALMA 1 Hypothetical protein rrnAC2612 rrnAC2612 468 15.4 5 18 0.9390 R VTVALTVHNNGSR T 2 1366.7317 1367.7188 0.9871 -1.0034 -11.87 2.265 0.085 0.4 1 17 24 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9447 R FPAAMAAFDALVELDTAR A 3 1923.9451 1924.9582 1.0130 -1.0034 5.04 2.355 0.131 1.9 11 21 68 2 0 1 FPAAM[147]AAFDALVELDTAR
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 1 R FPAAMAAFDALVELDTAR A 3 1907.9451 1907.9456 0.0005 0 0.24 3.965 0.312 0 1 29 68 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 1 R FPAAMAAFDALVELDTAR A 3 1907.9451 1907.9498 0.0047 0 2.45 3.567 0.377 0 1 30 68 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 1 R FPAAMAAFDALVELDTAR A 2 1907.9451 1907.9452 0.0000 0 0.02 4.784 0.594 0 1 28 34 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 1 R FPAAMAAFDALVELDTAR A 2 1907.9451 1908.8654 0.9203 -1.0034 -43.52 3.387 0.443 0 1 15 34 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 1 R FPAAMAAFDALVELDTAR A 2 1907.9451 1907.9510 0.0059 0 3.09 5.039 0.598 0 1 29 34 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 1 R FPAAMAAFDALVELDTAR A 2 1907.9451 1909.5454 1.6003 -2.0067 -212.99 3.745 0.403 0 1 17 34 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9999 R FPAAMAAFDALVELDTAR A 3 1907.9451 1908.9382 0.9930 -1.0034 -5.40 3.293 0.256 0.1 1 26 68 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9999 R FPAAMAAFDALVELDTAR A 3 1907.9451 1908.9682 1.0230 -1.0034 10.32 3.064 0.266 0.2 1 26 68 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9990 R FPAAMAAFDALVELDTAR A 3 1907.9451 1907.9482 0.0030 0 1.60 2.748 0.221 0.6 13 23 68 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9984 R FPAAMAAFDALVELDTAR A 3 1907.9451 1907.9544 0.0092 0 4.84 3.067 0.128 0.3 1 28 68 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9544 R FPAAMAAFDALVELDTAR A 3 1907.9451 1908.9082 0.9630 -1.0034 -21.12 2.544 0.111 1.2 6 23 68 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9184 R FPAAMAAFDALVELDTAR A 2 1907.9451 1908.8654 0.9203 -1.0034 -43.52 2.323 0.101 0.5 3 13 34 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9171 R FPAAMAAFDALVELDTAR A 2 1907.9451 1908.2854 0.3403 0 178.37 2.117 0.085 1.3 24 11 34 2 0 1
Q5V077_HALMA 1 M50 family metallopeptidase rrnAC2245 rrnAC2245 289 13.5 3 18 0.9994 R GGDVVGVVTVDDFRELSK A 3 1890.9687 1890.9726 0.0039 0 2.06 2.675 0.258 0 1 26 68 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 1 M TENVVVLGSGYAGAGAIK S 2 1704.9046 1704.9126 0.0079 0 4.66 4.845 0.585 0 1 25 34 2 0 2 Q5V4S1_HALMA 
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 1 K AVAHDVVNMPIETFGGMPAK L 3 2083.0230 2084.0182 0.9951 -1.0034 -3.94 3.48 0.306 0 1 30 76 2 0 2 Q5V4S1_HALMA 
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 0.9999 K AVAHDVVNMPIETFGGMPAK L 2 2083.0230 2084.0279 1.0049 -1.0034 0.75 3.384 0.337 0 1 22 38 2 0 2 Q5V4S1_HALMA 
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 1 R DPSVQENIAIPVHEIK Q 3 1787.9417 1787.9434 0.0017 0 0.93 3.72 0.338 0 1 32 60 2 0 2 Q5V4S1_HALMA 



Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 0.9965 K RLEAADVNIK C 2 1127.6298 1129.6462 2.0164 -2.0067 8.59 3.148 0.094 0.7 1 16 18 2 0 2 Q5V4S1_HALMA 
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 1 K SLDDALEIHDKIQQAAR E 3 1921.9857 1921.9940 0.0083 0 4.30 4.417 0.363 0 2 30 64 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 1 K SLDDALEIHDKIQQAAR E 3 1921.9857 1921.9879 0.0022 0 1.15 5.072 0.384 0 1 34 64 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 1 K SLDDALEIHDKIQQAAR E 3 1921.9857 1921.9921 0.0064 0 3.34 3.714 0.305 0 1 31 64 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 0.9999 K SLDDALEIHDKIQQAAR E 4 1921.9857 1921.9880 0.0023 0 1.18 2.202 0.244 0.4 1 34 96 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 0.9984 K SLDDALEIHDKIQQAAR E 4 1921.9857 1921.9896 0.0038 0 2.00 1.586 0.13 3.5 1 36 96 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 0.9892 K SLDDALEIHDKIQQAAR E 4 1921.9857 1921.9860 0.0003 0 0.16 2.429 0.032 5.1 1 32 96 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 0.9737 K SLDDALEIHDKIQQAAR E 2 1921.9857 1923.9122 1.9265 -2.0067 -41.74 3.622 0.113 0.1 1 18 32 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 1 R WINDMTGVGR A 2 1147.5444 1147.5434 -0.0010 0 -0.87 2.78 0.386 0 1 15 18 2 0 2 Q5V4S1_HALMA 
Q5V2L5_HALMA 1 NADH dehydrogenase yjlD2 rrnAC1301 389 26.7 8 18 0.9994 R WINDMTGVGR A 2 1147.5444 1147.5448 0.0004 0 0.30 2.187 0.253 0.2 2 14 18 2 0 2 Q5V4S1_HALMA 
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R LDAEYASALSADGTPASPEIIYAQVSDGQPYMAHGAK Y 3 3793.7781 3793.7927 0.0146 0 3.85 5.341 0.503 0 1 35 144 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R ELYGELSIAPSSGSVLTTPTLR V 2 2290.2056 2290.2140 0.0083 0 3.64 4.834 0.47 0 1 22 42 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R LDAEYASALSADGTPASPEIIYAQVSDGQPYMAHGAK Y 3 3793.7781 3794.7918 1.0136 -1.0034 2.71 5.776 0.517 0 1 32 144 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 0.9964 I LPLDSAADLATGPGQVHMIR V 3 2061.0677 2062.0384 0.9706 -1.0034 -15.88 3.572 0.306 0 1 29 76 1 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R SWVTPTFLSWR S 2 1378.7033 1378.7076 0.0043 0 3.11 2.879 0.359 0 1 17 20 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R TGSSGVAVVPLPR E 2 1238.6983 1238.6854 -0.0129 0 -10.39 2.695 0.395 0 1 15 24 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 0.9773 R TILADIAR I 2 871.5127 871.5054 -0.0073 0 -8.35 1.901 0.114 0.3 6 12 14 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R TLDDLLILPLDSAADLATGPGQVHMIR V 4 2844.5055 2844.5073 0.0017 0 0.61 4.441 0.257 0.1 1 52 156 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R TLDDLLILPLDSAADLATGPGQVHMIR V 3 2844.5055 2844.5097 0.0042 0 1.48 3.081 0.347 0.1 1 30 104 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R TLDDLLILPLDSAADLATGPGQVHMIR V 4 2844.5055 2844.5117 0.0061 0 2.16 3.887 0.302 0.1 1 53 156 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R TLDDLLILPLDSAADLATGPGQVHMIR V 4 2844.5055 2844.5073 0.0017 0 0.61 4.815 0.42 0 1 53 156 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 1 R TLDDLLILPLDSAADLATGPGQVHMIR V 4 2844.5055 2844.5107 0.0052 0 1.82 4.976 0.372 0 1 58 156 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 0.9975 R TLDDLLILPLDSAADLATGPGQVHMIR V 3 2860.5055 2861.4982 0.9926 -1.0034 -3.74 3.387 0.176 0.3 3 29 104 2 0 1 TLDDLLILPLDSAADLATGPGQVHM[147]IR
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 0.9999 R VGLLFTLR A 2 917.5698 917.5710 0.0011 0 1.24 3.083 0.14 0.1 1 13 14 2 0 1
Q5V3A9_HALMA 1 Putative permease lolC rrnAC1028 1021 16.8 10 18 0.9998 R VGLLFTLR A 2 917.5698 917.5689 -0.0009 0 -0.96 2.786 0.151 0.1 1 13 14 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 0.9905 R LLYETGSVPEHVIEQHKEEAEEK G 5 2693.3184 2693.3285 0.0101 0 3.74 2.219 0.052 8.2 2 43 176 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3222 0.0038 0 1.41 2.575 0.303 0.1 1 40 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 R LLYETGSVPEHVIEQHKEEAEEK G 3 2693.3184 2693.3265 0.0081 0 3.00 5.393 0.511 0 1 36 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3212 0.0028 0 1.04 2.679 0.308 0.1 1 37 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 0.9927 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3256 0.0072 0 2.68 1.782 0.089 2.2 2 35 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 0.9938 K MDLVDYGESEYKQVVEEVKDLLTQVR F 4 3084.5325 3085.5493 1.0167 -1.0034 4.34 4.132 0.28 0.1 132 31 150 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3564.7631 3566.6266 1.8635 -2.0067 -40.18 5.626 0.384 0 1 49 132 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 K QVVEEVKDLLTQVR F 3 1654.9254 1654.9292 0.0037 0 2.26 3.494 0.293 0 1 27 52 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 0.9999 M SDEQHQNLAIIGHVDHGK S 4 1996.9715 1996.9721 0.0006 0 0.30 3.912 0.378 0 1 40 102 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 0.9996 M SDEQHQNLAIIGHVDHGK S 4 1996.9715 1996.9708 -0.0008 0 -0.38 3.756 0.324 0.1 1 39 102 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7929 0.0011 0 0.84 3.809 0.466 0 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 R TLGIGELIVAVNK M 2 1325.7918 1327.7254 1.9336 -2.0067 -55.12 3.749 0.31 0 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2590.2234 2590.2268 0.0033 0 1.29 3.73 0.375 0 4 38 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 K TVEMHHEEVPKAEPGDNVGFNVR G 3 2590.2234 2590.2253 0.0019 0 0.73 5.186 0.321 0 1 34 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2590.2234 2590.2260 0.0026 0 1.00 3.839 0.379 0 1 42 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu) tuf rrnAC2406 421 32.5 7 17 1 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2590.2234 2590.2282 0.0048 0 1.85 3.199 0.274 0.1 1 44 132 2 1 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 K ALLGLFGVEISR S 2 1273.7394 1273.7401 0.0007 0 0.52 3.596 0.457 0 1 19 22 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 K ALLGLFGVEISR S 2 1273.7394 1274.7301 0.9907 -1.0034 -9.97 4.316 0.438 0 1 19 22 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 K ALLGLFGVEISR S 2 1273.7394 1273.7364 -0.0030 0 -2.36 3.299 0.394 0 1 19 22 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 K LMYPVIIAADWVAK A 2 1588.8687 1588.8654 -0.0033 0 -2.06 3.506 0.464 0 1 23 26 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 K LMYPVIIAADWVAK A 3 1588.8687 1589.8723 1.0036 -1.0034 0.16 4.292 0.287 0 1 29 52 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 0.9994 M PISLVTWLR L 2 1083.6440 1083.6454 0.0013 0 1.23 3.498 0.261 0 1 15 16 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 0.9916 M PISLVTWLR L 2 1083.6440 1083.6451 0.0011 0 1.01 3.033 0.175 0 1 15 16 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 R RSEVINALDIGATPVSEIMVAR S 3 2340.2471 2340.2530 0.0059 0 2.52 4.754 0.387 0 1 42 84 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 R RSEVINALDIGATPVSEIMVAR S 3 2340.2471 2340.2534 0.0063 0 2.67 4.953 0.358 0 1 39 84 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 R RSEVINALDIGATPVSEIMVAR S 3 2340.2471 2340.2515 0.0044 0 1.89 4.825 0.377 0 1 41 84 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 0.9964 R RSEVINALDIGATPVSEIMVAR S 3 2340.2471 2340.2504 0.0033 0 1.42 2.748 0.133 0.8 1 26 84 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 R SEVINALDIGATPVSEIMVAR S 2 2184.1460 2184.1539 0.0079 0 3.61 5.435 0.583 0 1 23 40 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 R SWTESEAESAPATTR A 2 1621.7220 1621.7246 0.0026 0 1.58 4.623 0.54 0 1 23 28 2 0 1
Q5UW84_HALMA 1 Hypothetical protein rrnB0304 rrnB0304 359 22 7 17 1 R SWTESEAESAPATTR A 2 1621.7220 1621.7239 0.0018 0 1.13 4.523 0.553 0 1 25 28 2 0 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9998 R RLEQALDGPSVDDSGTAEFERDRELN - 3 2918.3642 2919.3733 1.0091 -1.0034 1.97 3.248 0.364 0 14 24 100 2 2 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 1 R AQAAHTTGEANETDPVDRLSER Y 3 2367.1051 2367.1082 0.0031 0 1.29 3.595 0.366 0 1 29 84 2 1 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 1 R AQAAHTTGEANETDPVDRLSER Y 4 2367.1051 2367.1018 -0.0034 0 -1.42 2.955 0.257 0 1 39 126 2 1 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 1 R AQAAHTTGEANETDPVDRLSER Y 4 2367.1051 2367.1059 0.0008 0 0.33 2.938 0.344 0 1 34 126 2 1 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 1 R AQAAHTTGEANETDPVDRLSER Y 3 2367.1051 2367.1018 -0.0034 0 -1.42 3.261 0.36 0 1 28 84 2 1 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 1 R RLEQALDGPSVDDSGTAEFER D 3 2291.0666 2291.0714 0.0048 0 2.10 6.315 0.468 0 1 42 80 2 0 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 1 R RLEQALDGPSVDDSGTAEFER D 2 2291.0666 2291.0733 0.0067 0 2.93 4.347 0.36 0 1 29 40 2 0 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 1 R RLEQALDGPSVDDSGTAEFER D 3 2291.0666 2291.0714 0.0048 0 2.10 6.616 0.52 0 1 46 80 2 0 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9622 R RLEQALDGPSVDDSGTAEFER D 3 2291.0666 2293.0582 1.9915 -2.0067 -6.61 2.396 0.155 0.6 13 23 80 2 0 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9990 R RLEQALDGPSVDDSGTAEFERDR E 4 2562.1946 2563.2109 1.0163 -1.0034 5.04 3.124 0.24 0.2 5 33 132 2 1 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9996 R RLEQALDGPSVDDSGTAEFERDRELN - 4 2918.3642 2918.3662 0.0019 0 0.66 2.841 0.213 0.5 3 37 150 2 2 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9977 R RLEQALDGPSVDDSGTAEFERDRELN - 3 2918.3642 2918.3660 0.0018 0 0.63 2.977 0.25 0.1 17 26 100 2 2 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9971 R RLEQALDGPSVDDSGTAEFERDRELN - 3 2918.3642 2919.3649 1.0007 -1.0034 -0.92 2.951 0.256 0.1 3 28 100 2 2 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9946 R RLEQALDGPSVDDSGTAEFERDRELN - 4 2918.3642 2918.3679 0.0036 0 1.25 2.633 0.062 0.7 1 39 150 2 2 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 1 R YANGEITEAELER R 2 1493.6998 1493.7016 0.0018 0 1.21 4.645 0.445 0 1 20 24 2 0 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9996 R YANGEITEAELER R 2 1493.6998 1494.6844 0.9846 -1.0034 -12.55 2.706 0.295 0.1 1 15 24 2 0 1
Q5UWY7_HALMA 1 Hypothetical protein rrnAC3552 rrnAC3552 150 40.7 5 17 0.9935 R YANGEITEAELER R 2 1493.6998 1494.6854 0.9856 -1.0034 -11.87 2.388 0.193 0.2 1 14 24 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9964 R FVIYVPYLLK E 2 1253.7424 1253.7448 0.0024 0 1.93 2.166 0.157 0.3 2 14 18 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9998 R EDLFDGGLER A 2 1149.5302 1149.5331 0.0028 0 2.46 2.706 0.223 0.1 2 14 18 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 1 K EIAVANLEIAYVVLHPSLPIDPK M 3 2500.3941 2502.3982 2.0040 -2.0067 -1.06 3.991 0.369 0 7 27 88 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9994 R ERGQGDDNTVESDIGDPEVA D 2 2101.9036 2101.9012 -0.0024 0 -1.14 3.613 0.469 0 1 19 38 1 1 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9988 R ERGQGDDNTVESDIGDPEVADD D 2 2331.9575 2332.9686 1.0111 -1.0034 3.31 4.358 0.46 0 1 23 42 1 1 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 1 R ERGQGDDNTVESDIGDPEVADDD - 2 2446.9844 2447.9764 0.9920 -1.0034 -4.64 5.044 0.424 0 1 27 44 2 1 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 1 R ERGQGDDNTVESDIGDPEVADDD - 2 2446.9844 2446.9854 0.0010 0 0.42 3.772 0.464 0 1 24 44 2 1 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9987 R ERGQGDDNTVESDIGDPEVADDD - 2 2446.9844 2446.9850 0.0005 0 0.22 3.439 0.186 0.1 1 20 44 2 1 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9999 R FVIYVPYLLK E 2 1253.7424 1253.7439 0.0014 0 1.15 2.617 0.292 0.1 3 14 18 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9986 R FVIYVPYLLK E 2 1253.7424 1253.7448 0.0024 0 1.93 2.405 0.203 0.3 8 13 18 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9990 R GDIEVETAPVERPAR S 2 1637.8373 1637.8423 0.0049 0 3.01 2.436 0.26 0.1 8 14 28 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9977 R GDIEVETAPVERPAR S 3 1637.8373 1637.8386 0.0013 0 0.81 2.12 0.219 0.3 4 22 56 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9972 R GDIEVETAPVERPAR S 2 1637.8373 1637.8381 0.0008 0 0.48 2.511 0.173 0.1 4 14 28 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9970 R GDIEVETAPVERPAR S 3 1637.8373 1637.8386 0.0013 0 0.81 2.233 0.217 0.7 14 18 56 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9677 R GDIEVETAPVERPAR S 3 1637.8373 1637.8374 0.0000 0 0.02 2.247 0.084 1.3 4 23 56 2 0 1
Q5UWZ9_HALMA 1 Na\H antiporter subunit mnhE rrnAC3537 226 40.3 9 17 0.9904 M LRPLEVELVR G 3 1222.7397 1222.7420 0.0023 0 1.88 3.555 0.169 0 1 21 36 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 1 K TLTAAALAVTMLGIIR L 3 1613.9538 1613.9482 -0.0057 0 -3.50 2.92 0.307 0.1 4 23 60 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9999 R GVETMTGQNLGAERPDR A 3 1845.8690 1845.8650 -0.0041 0 -2.21 2.85 0.259 0.2 3 21 64 2 0 1 GVETM[147]TGQNLGAERPDR
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9969 R GVETMTGQNLGAERPDR A 3 1829.8690 1829.8700 0.0009 0 0.51 2.355 0.161 0.1 1 24 64 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9964 R GVETMTGQNLGAERPDR A 3 1829.8690 1829.8683 -0.0007 0 -0.39 2.045 0.225 0.2 7 23 64 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9951 R GVETMTGQNLGAERPDR A 2 1829.8690 1829.8731 0.0041 0 2.25 2.65 0.183 0.2 38 12 32 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9916 R GVETMTGQNLGAERPDR A 3 1845.8690 1845.8648 -0.0043 0 -2.31 2.571 0.159 0.7 29 21 64 2 0 1 GVETM[147]TGQNLGAERPDR
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9222 R GVETMTGQNLGAERPDR A 3 1829.8690 1829.8683 -0.0007 0 -0.39 2.09 0.052 0.2 3 23 64 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 1 R IHLSDMAPDLEYLR K 3 1671.8290 1671.8305 0.0015 0 0.90 3.343 0.327 0 1 29 52 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 1 R IHLSDMAPDLEYLR K 3 1671.8290 1671.8311 0.0021 0 1.23 3.225 0.241 0 1 32 52 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9996 R IHLSDMAPDLEYLR K 2 1671.8290 1673.8467 2.0176 -2.0067 6.54 3.275 0.252 0 1 21 26 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9960 R IHLSDMAPDLEYLR K 2 1671.8290 1673.8454 2.0164 -2.0067 5.82 3.4 0.106 0 1 19 26 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 1 R IHLSDMAPDLEYLRK L 3 1799.9240 1799.9254 0.0014 0 0.79 3.508 0.426 0 1 28 56 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 1 R IHLSDMAPDLEYLRK L 3 1815.9240 1816.9282 1.0041 -1.0034 0.44 3.726 0.416 0 1 26 56 2 0 1 IHLSDM[147]APDLEYLRK
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9997 R IHLSDMAPDLEYLRK L 4 1799.9240 1799.9248 0.0007 0 0.40 2.465 0.195 0.7 3 31 84 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9286 R IHLSDMAPDLEYLRK L 4 1799.9240 1799.9271 0.0030 0 1.69 2.834 0.114 0.5 270 22 84 2 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9983 R LPVAWVASR P 2 997.5709 998.4854 0.9145 -1.0034 -89.04 3.096 0.356 0 1 15 16 1 0 1
Q5UYW8_HALMA 1 Multi antimicrobial extrusion drug\sodium antiporters matE2 rrnAC2776 419 13.6 5 17 0.9907 R LPVAWVASR P 2 997.5709 998.5254 0.9545 -1.0034 -48.94 2.438 0.366 0 1 13 16 1 0 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 1 K VDYTEFLEHDMEKDDAVRR S 4 2367.0801 2367.0783 -0.0018 0 -0.76 2.833 0.335 0.3 1 40 108 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9999 R AASTLFSEEDPKR I 2 1449.7099 1449.7120 0.0021 0 1.44 2.754 0.251 0 1 16 24 2 0 1



Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9538 V AEAMHWLR E 2 1012.4912 1013.0054 0.5142 -1.0034 -483.09 2.511 0.244 0.1 1 12 14 1 0 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9864 N AYPQHETIPLSALEGDNMDEVYDKIAEYFG - 3 3414.5602 3415.5682 1.0079 -1.0034 1.35 3.37 0.338 0 1 28 116 1 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9808 R DWTGDAVGPESHVPHETRR A 3 2144.9988 2144.9970 -0.0018 0 -0.84 2.596 0.105 0.4 10 25 72 2 0 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9684 R DWTGDAVGPESHVPHETRR A 3 2144.9988 2146.0094 1.0106 -1.0034 3.38 2.767 0.121 1.2 10 23 72 2 0 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9995 M GLLTNLKDSISR A 2 1315.7459 1315.7454 -0.0005 0 -0.36 3.602 0.441 0 1 16 22 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9987 M GLLTNLKDSISR A 2 1315.7459 1316.7454 0.9995 -1.0034 -2.91 3.985 0.454 0 1 18 22 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9976 K KVTIDIVDTPGVTTK V 2 1585.8927 1585.7809 -0.1119 0 -70.54 2.881 0.093 1.1 1 18 28 2 0 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 1 R NAYPQHETIPLSALEGDNMDEVYDKIAEYFG - 3 3528.6031 3530.6182 2.0150 -2.0067 2.37 4.962 0.405 0 1 42 120 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 1 R NAYPQHETIPLSALEGDNMDEVYDKIAEYFG - 3 3528.6031 3530.6182 2.0150 -2.0067 2.37 5.398 0.522 0 1 39 120 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 1 R NAYPQHETIPLSALEGDNMDEVYDKIAEYFG - 3 3528.6031 3530.6182 2.0150 -2.0067 2.37 5.7 0.419 0 1 42 120 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 1 R NAYPQHETIPLSALEGDNMDEVYDKIAEYFG - 3 3528.6031 3528.5993 -0.0039 0 -1.09 5.628 0.522 0 1 43 120 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 1 K VDYTEFLEHDMEKDDAVR R 3 2210.9790 2211.9982 1.0191 -1.0034 7.14 3.985 0.355 0 1 28 68 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 1 K VDYTEFLEHDMEKDDAVRR S 3 2367.0801 2367.1282 0.0480 0 20.30 3.823 0.434 0 1 30 72 2 1 1
Q5UZ25_HALMA 1 GTP-binding proteinlike gbp3 rrnAC2710 213 54.9 9 17 0.9955 K VDYTEFLEHDMEKDDAVRR S 4 2367.0801 2365.0800 -2.0001 2 -0.04 3.077 0.288 0.1 1 40 108 2 1 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 0.9999 R SVGAVLPFALSAVVLGVIGGVK F 3 2052.2347 2052.2490 0.0143 0 6.95 2.822 0.29 0.1 1 33 84 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 0.9867 K FGLFSPLR F 2 935.5229 935.5254 0.0025 0 2.70 2.024 0.148 0.1 19 10 14 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 1 K FLLGLPLTR T 2 1028.6382 1028.6401 0.0019 0 1.83 2.768 0.295 0 2 15 16 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 0.9998 K FLLGLPLTR T 2 1028.6382 1028.6394 0.0012 0 1.12 2.745 0.214 0 3 15 16 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 0.9998 K FLLGLPLTR T 2 1028.6382 1028.6406 0.0024 0 2.31 3.237 0.144 0.6 4 15 16 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 0.9998 K FLLGLPLTR T 2 1028.6382 1028.6369 -0.0013 0 -1.25 2.533 0.247 0 2 15 16 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 0.9997 K FLLGLPLTR T 2 1028.6382 1028.6374 -0.0008 0 -0.78 3.156 0.14 0.8 4 15 16 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 0.9986 K FLLGLPLTR T 2 1028.6382 1028.6389 0.0007 0 0.65 2.869 0.075 1.7 2 15 16 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 1 R LYSAVTGNAVNPLSPPADGLLFAILR F 2 2668.4588 2669.4654 1.0066 -1.0034 1.23 4.528 0.438 0 1 22 50 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 1 R LYSAVTGNAVNPLSPPADGLLFAILR F 3 2668.4588 2668.4690 0.0102 0 3.82 5.478 0.504 0 1 41 100 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 1 R LYSAVTGNAVNPLSPPADGLLFAILR F 3 2668.4588 2668.4604 0.0016 0 0.59 4.956 0.488 0 1 40 100 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 0.9998 R LYSAVTGNAVNPLSPPADGLLFAILR F 3 2668.4588 2668.4567 -0.0021 0 -0.78 3.626 0.191 0.4 1 36 100 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 1 R SVGAVLPFALSAVVLGVIGGVK F 3 2052.2347 2052.2402 0.0055 0 2.67 4.508 0.453 0 1 38 84 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 1 R SVGAVLPFALSAVVLGVIGGVK F 3 2052.2347 2052.2404 0.0057 0 2.76 5.138 0.439 0 1 39 84 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 1 R SVGAVLPFALSAVVLGVIGGVK F 3 2052.2347 2052.2373 0.0025 0 1.24 3.692 0.363 0 1 37 84 2 0 1
Q5V1N3_HALMA 1 Nitrite\nitrate reduction protein rrnAC1656 rrnAC1656 299 21.7 5 17 1 R SVGAVLPFALSAVVLGVIGGVK F 3 2052.2347 2054.2282 1.9934 -2.0067 -6.46 3.541 0.353 0.1 1 32 84 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 K TFAAAVDGMLSNEQLRTEMGR A 3 2296.0940 2296.0986 0.0046 0 1.99 3.815 0.389 0 1 24 80 2 1 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 R DEHFKDQIHTLSDDVEYR G 3 2246.0240 2246.0306 0.0066 0 2.93 4.327 0.406 0 1 29 68 2 1 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 R DEHFKDQIHTLSDDVEYR G 4 2246.0240 2246.0214 -0.0026 0 -1.15 3.68 0.316 0 1 37 102 2 1 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 R IFASSNNIWNVLIGTR L 2 1803.9631 1803.9695 0.0063 0 3.51 4.422 0.44 0 1 22 30 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 R IFASSNNIWNVLIGTR L 3 1803.9631 1803.9679 0.0047 0 2.62 4.01 0.282 0 1 30 60 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 R IFASSNNIWNVLIGTR L 2 1803.9631 1805.6254 1.6623 -2.0067 -190.90 4.795 0.423 0 1 24 30 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 K IPEELGLSR G 2 1012.5553 1012.5541 -0.0013 0 -1.26 3.046 0.214 0 1 14 16 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 0.9990 K IPEELGLSR G 2 1012.5553 1012.5555 0.0002 0 0.19 2.268 0.178 0 1 13 16 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 0.9998 R IVFNHGFLR A 2 1101.6083 1101.6111 0.0027 0 2.48 2.32 0.264 0.1 2 13 16 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 0.9993 R IVFNHGFLR A 2 1101.6083 1102.6054 0.9971 -1.0034 -5.65 2.514 0.254 0 1 14 16 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 R SDVFPLVTLEAMAAGTPVVSTTVGGLPEQIPDQVGR L 3 3650.8865 3650.8969 0.0103 0 2.83 4.33 0.372 0 1 32 140 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 R SDVFPLVTLEAMAAGTPVVSTTVGGLPEQIPDQVGR L 3 3650.8865 3650.8947 0.0082 0 2.23 3.508 0.252 0.2 1 26 140 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 K TFAAAVDGMLSNEQLR T 2 1721.8406 1721.8469 0.0063 0 3.64 4.682 0.323 0 1 21 30 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 0.9972 K TFAAAVDGMLSNEQLR T 2 1721.8406 1721.8462 0.0055 0 3.22 3.638 0.015 0 2 21 30 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 K VDLPDKPVLLFVGR I 3 1566.9133 1567.9282 1.0148 -1.0034 7.34 4.348 0.398 0 1 29 52 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 1 K VDLPDKPVLLFVGR I 3 1566.9133 1566.9182 0.0049 0 3.13 4.266 0.415 0 1 28 52 2 0 1
Q5V3C0_HALMA 1 LPS glycosyltransferase lpg2 rrnAC1017 353 34.8 9 17 0.9992 K VDLPDKPVLLFVGR I 3 1566.9133 1566.9160 0.0027 0 1.73 2.685 0.171 0.2 1 25 52 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 K LGGAVTAAADDAVFTFQREDGLTAFTTR F 3 2900.4304 2900.4426 0.0122 0 4.19 4.732 0.597 0 1 42 108 2 1 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 R FDAANTGYAPVQMK T 2 1511.7078 1511.7054 -0.0024 0 -1.57 3.393 0.433 0 1 19 26 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 R FDAANTGYAPVQMK T 2 1511.7078 1511.7054 -0.0024 0 -1.57 3.821 0.486 0 1 21 26 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 R FDAANTGYAPVQMK T 2 1527.7078 1527.7054 -0.0024 0 -1.56 4.05 0.44 0 1 17 26 2 0 1 FDAANTGYAPVQM[147]K
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 R FDTDDGNRQWTADADGTR L 3 2039.8569 2039.8579 0.0009 0 0.46 4.779 0.418 0 1 32 68 2 1 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 K LGGAVTAAADDAVFTFQR E 2 1808.9057 1808.9094 0.0037 0 2.03 5.981 0.609 0 1 26 34 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 K LGGAVTAAADDAVFTFQR E 2 1808.9057 1808.9114 0.0056 0 3.11 5.747 0.587 0 1 25 34 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 0.9995 K LGGAVTAAADDAVFTFQR E 3 1808.9057 1810.9865 2.0807 -2.0067 40.94 3.074 0.23 0.1 2 24 68 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 K LGGAVTAAADDAVFTFQREDGLTAFTTR F 3 2900.4304 2900.4336 0.0032 0 1.10 4.687 0.525 0 1 36 108 2 1 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 K LGGAVTAAADDAVFTFQREDGLTAFTTR F 3 2900.4304 2900.4312 0.0008 0 0.28 4.442 0.545 0 1 36 108 2 1 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 R NTDTAGAGVPTVTDDALFVPTTDGVAR F 2 2660.2929 2660.3163 0.0233 0 8.77 4.628 0.497 0 1 22 52 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 0.9869 R RSDRPGGHPVVSDGTVYVSNTYGDLLGR S 5 2973.4693 2973.4713 0.0020 0 0.67 2.905 0.11 1.2 10 45 216 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 1 R SDRPGGHPVVSDGTVYVSNTYGDLLGR S 3 2817.3682 2818.3882 1.0199 -1.0034 5.89 7.125 0.601 0 1 43 104 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 0.9978 R SDRPGGHPVVSDGTVYVSNTYGDLLGR S 4 2817.3682 2817.3708 0.0026 0 0.91 3.027 0.093 1 2 40 156 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 0.9999 R SLTDGTEQWR L 2 1191.5520 1191.9054 0.3534 0 296.61 2.458 0.31 0.1 2 15 18 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 0.9998 R SLTDGTEQWR L 2 1191.5520 1191.5454 -0.0066 0 -5.52 2.42 0.272 0.1 2 14 18 2 0 1
Q5V6P9_HALMA 1 Quinohemoprotein alcohol dehydrogenase (EC 1.1.99.-) qad pNG7088 407 30.7 8 17 0.9995 R SLTDGTEQWR L 2 1191.5520 1191.2454 -0.3066 0 -257.29 2.296 0.228 0.1 1 15 18 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 2 1607.9160 1607.9124 -0.0036 0 -2.22 3.043 0.523 0 1 20 24 2 0 1 AIIPIYNLYIM[147]LR
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 2 1607.9160 1607.9116 -0.0044 0 -2.75 3.874 0.509 0 1 20 24 2 0 1 AIIPIYNLYIM[147]LR
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 3 1591.9160 1591.9193 0.0032 0 2.04 3.59 0.395 0 1 26 48 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 2 1607.9160 1607.9157 -0.0003 0 -0.17 3.131 0.494 0 1 20 24 2 0 1 AIIPIYNLYIM[147]LR
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 2 1591.9160 1591.9186 0.0025 0 1.59 2.753 0.529 0 1 20 24 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 2 1591.9160 1591.9195 0.0035 0 2.20 2.829 0.57 0 1 20 24 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 2 1607.9160 1607.9138 -0.0022 0 -1.39 2.97 0.526 0 1 20 24 2 0 1 AIIPIYNLYIM[147]LR
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 3 1591.9160 1591.9152 -0.0008 0 -0.49 4.747 0.419 0 1 27 48 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 2 1591.9160 1591.9218 0.0058 0 3.66 3.242 0.581 0 1 20 24 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 3 1591.9160 1593.8482 1.9321 -2.0067 -46.83 3.462 0.34 0 4 20 48 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 1 K AIIPIYNLYIMLR I 3 1607.9160 1608.9082 0.9921 -1.0034 -6.97 3.489 0.294 0 1 25 48 2 0 1 AIIPIYNLYIM[147]LR
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 0.9999 K AIIPIYNLYIMLR I 3 1591.9160 1591.9176 0.0016 0 1.01 3.187 0.229 0 3 22 48 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 0.9999 K AIIPIYNLYIMLR I 2 1591.9160 1591.9218 0.0058 0 3.66 2.929 0.27 0 1 20 24 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 0.9994 K AIIPIYNLYIMLR I 2 1591.9160 1591.9178 0.0018 0 1.13 2.686 0.179 0.1 1 19 24 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 0.9978 K AIIPIYNLYIMLR I 2 1591.9160 1591.9197 0.0036 0 2.28 2.674 0.109 0.2 1 19 24 2 0 1
Q5UWJ3_HALMA 1 Hypothetical protein rrnB0173 rrnB0173 132 9.8 1 16 0.9977 K AIIPIYNLYIMLR I 2 1591.9160 1591.9195 0.0035 0 2.20 2.668 0.107 0.1 1 19 24 2 0 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 K SGFAFTWAGK S 2 1070.5185 1070.5202 0.0017 0 1.60 3.228 0.467 0 1 15 18 2 0 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 R AIDEWDENRIGSAKPPKGPESR A 3 2451.2142 2451.2125 -0.0017 0 -0.68 4.282 0.365 0 1 30 84 2 2 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 R AIDEWDENRIGSAKPPKGPESR A 4 2451.2142 2451.2128 -0.0014 0 -0.57 3.279 0.431 0 1 36 126 2 2 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 R AIDEWDENRIGSAKPPKGPESR A 4 2451.2142 2451.2150 0.0008 0 0.33 3.321 0.394 0 1 40 126 2 2 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 K ALNDAYSNIER L 2 1264.6048 1264.6054 0.0006 0 0.49 3.127 0.46 0 1 17 20 2 0 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 K ALNDAYSNIER L 2 1264.6048 1264.6062 0.0014 0 1.07 2.757 0.303 0 1 16 20 2 0 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 0.9998 K ALNDAYSNIERLYQDIGLL - 2 2180.1113 2180.1139 0.0025 0 1.17 2.921 0.354 0 1 17 36 2 1 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 0.9997 K ALNDAYSNIERLYQDIGLL - 2 2180.1113 2180.1136 0.0023 0 1.05 2.925 0.338 0 1 17 36 2 1 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 K EVLEFFNGLR E 2 1222.6346 1222.6454 0.0108 0 8.85 2.52 0.387 0 1 16 18 2 0 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 K FPDSLNDLVQFDGQTYMAPEFGK W 2 2618.1999 2618.2096 0.0096 0 3.68 5.462 0.509 0 1 25 44 2 0 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 K SETYMAQPQVDDYLNEQLTPALLGNKDPEK A 3 3406.6238 3406.6364 0.0126 0 3.68 3.622 0.442 0 1 38 116 2 1 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 K SETYMAQPQVDDYLNEQLTPALLGNKDPEK A 3 3406.6238 3406.6323 0.0085 0 2.50 3.35 0.39 0 1 37 116 2 1 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 1 K SGFAFTWAGK S 2 1070.5185 1070.5205 0.0020 0 1.83 3.159 0.447 0 1 15 18 2 0 1
Q5UXV2_HALMA 1 Trehalose\maltose binding protein malE2 rrnAC3197 446 27.4 8 16 0.9985 K SGFAFTWAGK S 2 1070.5185 1070.5254 0.0069 0 6.47 1.843 0.255 0.1 1 14 18 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 1 M AEKPQSGTLFGVPYNFERPSLK R 3 2464.2750 2464.2784 0.0034 0 1.37 4.698 0.526 0 1 40 84 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 1 M AEKPQSGTLFGVPYNFERPSLK R 3 2464.2750 2464.2771 0.0021 0 0.85 4.481 0.471 0 1 37 84 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 1 M AEKPQSGTLFGVPYNFERPSLK R 4 2464.2750 2464.2805 0.0054 0 2.21 4.47 0.401 0 1 45 126 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 1 M AEKPQSGTLFGVPYNFERPSLK R 3 2464.2750 2464.2771 0.0021 0 0.85 5.058 0.443 0 1 36 84 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 1 M AEKPQSGTLFGVPYNFERPSLK R 2 2464.2750 2464.2740 -0.0010 0 -0.41 5.259 0.511 0 1 22 42 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 1 M AEKPQSGTLFGVPYNFERPSLK R 3 2464.2750 2464.2833 0.0083 0 3.38 4.821 0.517 0 1 35 84 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 0.9992 M AEKPQSGTLFGVPYNFERPSLK R 4 2464.2750 2464.2749 -0.0002 0 -0.07 4.231 0.294 0 1 41 126 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 0.9997 M AEKPQSGTLFGVPYNFERPSLKR L 2 2620.3761 2621.3875 1.0114 -1.0034 3.08 3.908 0.44 0 1 16 44 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 0.9986 M AEKPQSGTLFGVPYNFERPSLKR L 3 2620.3761 2620.3764 0.0002 0 0.09 2.66 0.373 0 1 26 88 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 0.9882 M AEKPQSGTLFGVPYNFERPSLKR L 4 2620.3761 2620.3784 0.0022 0 0.86 2.408 0.197 0.8 1 37 132 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 1 R LVSSYWKPGDDMLVEKPFGIGYTLNLANWR S 4 3468.7540 3468.7619 0.0079 0 2.27 5.089 0.403 0 1 42 174 2 0 1
Q5UZK7_HALMA 1 Hypothetical protein rrnAC2492 rrnAC2492 91 58.2 4 16 0.9999 R LVSSYWKPGDDMLVEKPFGIGYTLNLANWR S 4 3484.7540 3486.7709 2.0169 -2.0067 2.92 3.625 0.32 0 7 34 174 2 0 1 LVSSYWKPGDDM[147]LVEKPFGIGYTLNLANWR
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K SVEGVETMESIADAVTDLVVK Y 3 2191.0930 2191.0947 0.0017 0 0.79 6.238 0.5 0 1 41 80 2 0 1



Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 0.9999 K AIGAILFDQIGESR G 2 1488.7936 1489.5054 0.7118 -1.0034 -195.81 2.805 0.389 0.1 1 19 26 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 R IDPSADEVSNYDYQNETVAR S 2 2285.0084 2286.0254 1.0170 -1.0034 5.98 5.742 0.569 0 1 24 38 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 R IDPSADEVSNYDYQNETVAR S 2 2285.0084 2286.0157 1.0073 -1.0034 1.73 5.609 0.565 0 1 26 38 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 0.9449 R ILAEEGEEIESHYPDLKR N 4 2127.0484 2127.0522 0.0038 0 1.77 1.765 0.042 6.3 16 32 102 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K LGDLNGELADHGLK F 3 1450.7416 1450.7451 0.0035 0 2.42 3.968 0.273 0 1 29 52 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K LGDLNGELADHGLK F 3 1450.7416 1450.7422 0.0006 0 0.40 3.584 0.27 0.1 1 27 52 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 0.9923 K SGLPILLSR T 2 954.5862 954.5854 -0.0008 0 -0.81 1.752 0.176 0.2 1 13 16 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K SVEGVETMESIADAVTDLVVK Y 3 2191.0930 2191.1034 0.0103 0 4.71 5.822 0.475 0 1 41 80 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K SVEGVETMESIADAVTDLVVK Y 3 2191.0930 2191.0947 0.0017 0 0.79 5.758 0.468 0 1 39 80 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K SVEGVETMESIADAVTDLVVK Y 2 2191.0930 2191.0936 0.0006 0 0.26 6.075 0.605 0 1 27 40 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K SVEGVETMESIADAVTDLVVK Y 3 2191.0930 2191.1004 0.0074 0 3.38 5.384 0.463 0 1 38 80 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K SVEGVETMESIADAVTDLVVK Y 2 2191.0930 2191.0992 0.0062 0 2.83 6.092 0.566 0 1 27 40 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 K SVLGGAIGNNSTGAHSLQYGK T 2 2030.0181 2031.0312 1.0131 -1.0034 4.80 5.29 0.512 0 1 24 40 2 0 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 1 R TQWNEKLYGPDLWETFQELK S 3 2524.2274 2524.2328 0.0054 0 2.13 5.358 0.463 0 1 36 76 2 1 1
Q5UZZ6_HALMA 1 Putative oxidoreductase glcD2 rrnAC2334 1021 14.8 9 16 0.9495 R VLEAAGVHVQLADR T 3 1476.8049 1476.8085 0.0035 0 2.40 2.18 0.11 2.3 50 18 52 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DGATIILTLYQMAK T 2 1536.8221 1536.8243 0.0022 0 1.43 4.308 0.318 0 1 20 26 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DGATIILTLYQMAK T 2 1536.8221 1536.8274 0.0052 0 3.41 3.911 0.527 0 1 20 26 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DGATIILTLYQMAK T 2 1536.8221 1536.8255 0.0034 0 2.22 3.997 0.544 0 1 21 26 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DGATIILTLYQMAK T 3 1536.8221 1536.8177 -0.0044 0 -2.87 4.076 0.413 0 1 29 52 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DGATIILTLYQMAK T 2 1536.8221 1536.8271 0.0050 0 3.25 4.476 0.39 0 1 21 26 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DGATIILTLYQMAK T 2 1536.8221 1536.8243 0.0022 0 1.43 4.059 0.512 0 1 21 26 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DGATIILTLYQMAK T 3 1536.8221 1536.8182 -0.0040 0 -2.57 2.82 0.345 0.1 13 21 52 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DGATIILTLYQMAK T 2 1536.8221 1536.8243 0.0022 0 1.43 3.978 0.514 0 1 21 26 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R DLTDILSGYR A 2 1151.5822 1152.5853 1.0031 -1.0034 -0.24 3.481 0.331 0 1 17 18 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 K HNISTAVVPITYQPRPDESDTNLRPFR D 4 3122.5897 3123.6109 1.0212 -1.0034 5.71 3.512 0.283 0.2 1 42 156 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 0.9963 R IINSAFETIHGR D 3 1356.7150 1356.7177 0.0027 0 2.00 2.258 0.145 0.7 1 23 44 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 0.9814 R IINSAFETIHGR D 3 1356.7150 1356.7165 0.0015 0 1.12 2.128 0.088 0.4 1 20 44 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R IINSAFETIHGRDLTDILSGYR A 4 2490.2867 2490.2871 0.0003 0 0.13 3.159 0.429 0 1 41 126 2 1 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 1 R LLEPLLSGQADHVIGNR F 3 1830.9952 1830.9933 -0.0019 0 -1.05 3.473 0.298 0 4 24 64 2 0 1
Q5V4U8_HALMA 1 Glycosyl transferase-like gtl rrnAC0419 348 23 6 16 0.9999 R LLEPLLSGQADHVIGNR F 3 1830.9952 1830.9973 0.0021 0 1.15 2.191 0.309 0.1 1 28 64 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9988 - MDIELTHKPSYTHVR A 4 1841.9145 1841.9118 -0.0027 0 -1.47 2.364 0.291 0.5 165 26 84 2 0 1 M[147]DIELTHKPSYTHVR
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9563 M DIELTHKPSYTHVR A 3 1694.8740 1694.8762 0.0022 0 1.27 2.325 0.301 0.2 15 19 52 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9136 M DIELTHKPSYTHVR A 4 1694.8740 1694.8776 0.0036 0 2.13 2.037 0.156 0.4 3 28 78 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 1 - MDIELTHKPSYTHVR A 3 1825.9145 1825.9180 0.0035 0 1.90 3.79 0.407 0 1 26 56 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9999 - MDIELTHKPSYTHVR A 3 1841.9145 1841.9113 -0.0032 0 -1.73 2.832 0.31 0 44 19 56 2 0 1 M[147]DIELTHKPSYTHVR
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9998 - MDIELTHKPSYTHVR A 4 1825.9145 1825.9151 0.0006 0 0.32 3.263 0.187 0.3 2 31 84 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9998 - MDIELTHKPSYTHVR A 4 1825.9145 1825.9154 0.0008 0 0.45 3.038 0.222 0.1 4 30 84 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9940 - MDIELTHKPSYTHVR A 4 1825.9145 1825.9177 0.0031 0 1.72 2.754 0.168 0.3 46 29 84 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9723 - MDIELTHKPSYTHVR A 4 1825.9145 1825.9179 0.0034 0 1.86 2.703 0.091 0.4 37 28 84 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 0.9509 - MDIELTHKPSYTHVR A 3 1841.9145 1841.9090 -0.0056 0 -3.02 2.319 0.097 0.7 43 19 56 2 0 1 M[147]DIELTHKPSYTHVR
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 1 K SLLAGASITPLALK G 2 1353.8231 1353.8253 0.0022 0 1.60 4.102 0.438 0 1 22 26 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 1 K SLLAGASITPLALK G 2 1353.8231 1353.8265 0.0034 0 2.50 3.858 0.272 0.1 1 20 26 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 1 K SLLAGASITPLALK G 2 1353.8231 1355.1454 1.3223 -1.0034 235.61 3.571 0.374 0 1 20 26 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 1 K SMLGGESLLANEFTAR G 2 1694.8297 1694.8387 0.0090 0 5.31 5.392 0.564 0 1 23 30 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 1 K STLLSGEGLVMDFTGPGTVWYQTR G 2 2614.2737 2615.8454 1.5717 -2.0067 -166.39 5.685 0.61 0 1 25 46 2 0 1
Q5V579_HALMA 1 Hypothetical protein rrnAC0266 rrnAC0266 237 29.1 5 16 1 K STLLSGEGLVMDFTGPGTVWYQTR G 2 2614.2737 2614.2838 0.0101 0 3.85 5.355 0.638 0 1 24 46 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R DAWKNPGDGQLAELQWQR Q 3 2111.0184 2111.0246 0.0061 0 2.91 5.78 0.376 0 1 33 68 2 1 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R DAWKNPGDGQLAELQWQR Q 3 2111.0184 2111.0224 0.0039 0 1.86 5.414 0.351 0 1 34 68 2 1 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R DAWKNPGDGQLAELQWQR Q 3 2111.0184 2111.0209 0.0025 0 1.17 5.509 0.323 0 1 33 68 2 1 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R DAWKNPGDGQLAELQWQR Q 3 2111.0184 2111.0258 0.0074 0 3.51 5.139 0.315 0 1 34 68 2 1 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R DAWKNPGDGQLAELQWQR Q 2 2111.0184 2111.0284 0.0100 0 4.73 4.24 0.393 0 1 26 34 2 1 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 0.9999 R DAWKNPGDGQLAELQWQR Q 2 2111.0184 2111.0228 0.0044 0 2.07 3.68 0.3 0.1 1 21 34 2 1 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 K NPGDGQLAELQWQR Q 2 1610.7801 1610.7829 0.0028 0 1.74 4.394 0.504 0 1 22 26 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 K NPGDGQLAELQWQR Q 2 1610.7801 1610.7811 0.0010 0 0.61 3.012 0.394 0 1 17 26 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 K NPGDGQLAELQWQR Q 2 1610.7801 1610.7815 0.0013 0 0.83 3.969 0.473 0 1 18 26 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 K NPGDGQLAELQWQR Q 2 1610.7801 1610.7818 0.0017 0 1.06 3.654 0.464 0 1 18 26 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R VLNSYSVGQDGR Q 2 1293.6313 1293.6307 -0.0006 0 -0.47 3.824 0.521 0 1 20 22 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R VLNSYSVGQDGR Q 2 1293.6313 1293.6321 0.0007 0 0.56 3.443 0.508 0 1 19 22 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R VLNSYSVGQDGR Q 2 1293.6313 1293.6307 -0.0006 0 -0.47 3.807 0.268 0 1 19 22 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R VLNSYSVGQDGR Q 2 1293.6313 1293.6312 -0.0001 0 -0.10 3.842 0.469 0 1 20 22 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 1 R VLNSYSVGQDGR Q 2 1293.6313 1293.6318 0.0005 0 0.38 3.733 0.542 0 1 20 22 2 0 1
RL15E_HALMAReview 1 50S ribosomal protein L15e (50S ribosomal protein LC12) rpl15e rrnAC2065 196 32.1 5 16 0.9841 R VLNSYSVGQDGR Q 2 1293.6313 1293.6321 0.0007 0 0.56 2.213 0.063 0.9 1 14 22 2 0 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9932 R AFASDDREPIPDNVGR R 3 1757.8333 1757.8348 0.0015 0 0.84 2.406 0.18 0.3 1 28 60 2 1 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 1 R AFASDDREPIPDNVGR R 2 1757.8333 1757.8326 -0.0007 0 -0.40 3.707 0.449 0 1 17 30 2 1 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 1 R AFASDDREPIPDNVGR R 2 1757.8333 1757.8349 0.0016 0 0.92 3.662 0.361 0 1 16 30 2 1 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9999 R AFASDDREPIPDNVGR R 2 1757.8333 1757.8368 0.0034 0 1.96 3.57 0.33 0 1 16 30 2 1 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9998 R AFASDDREPIPDNVGR R 3 1757.8333 1757.8355 0.0022 0 1.26 3.06 0.251 0.2 1 29 60 2 1 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9998 R AFASDDREPIPDNVGR R 2 1757.8333 1757.8341 0.0008 0 0.43 3.404 0.287 0 1 16 30 2 1 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9996 R AFASDDREPIPDNVGR R 3 1757.8333 1757.8355 0.0022 0 1.26 3.061 0.233 0.2 1 29 60 2 1 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9999 R AFASDDREPIPDNVGRR L 3 1913.9344 1913.9329 -0.0015 0 -0.77 3.348 0.325 0.1 12 22 64 2 1 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 1 R AFQDGIDELLSER G 2 1491.7205 1491.7213 0.0008 0 0.51 3.412 0.341 0 1 19 24 2 0 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 1 R AFQDGIDELLSER G 2 1491.7205 1491.7054 -0.0151 0 -10.11 3.308 0.411 0 1 19 24 2 0 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9999 R AFQDGIDELLSER G 2 1491.7205 1491.7181 -0.0024 0 -1.62 3.098 0.238 0 1 18 24 2 0 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9998 R AFQDGIDELLSER G 2 1491.7205 1491.7229 0.0024 0 1.58 3.719 0.11 0.3 1 19 24 2 0 1
Q5UXF8_HALMA 1 Hypothetical protein rrnAC3356 rrnAC3356 257 12.1 4 15 0.9952 R AFQDGIDELLSER G 2 1491.7205 1491.7232 0.0027 0 1.82 3.012 0.019 0.9 1 19 24 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R TVDRLAQQADLPKPK V 3 1678.9366 1678.9372 0.0006 0 0.35 5.511 0.216 0 1 37 56 2 1 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R GGAMITGKPAALANALMK I 3 1713.9270 1713.9320 0.0049 0 2.88 3.681 0.391 0 1 28 68 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R GGAMITGKPAALANALMK I 3 1729.9270 1729.9271 0.0001 0 0.07 4.833 0.367 0 1 33 68 2 0 1 GGAMITGKPAALANALM[147]K
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R GGAMITGKPAALANALMK I 3 1713.9270 1713.9263 -0.0007 0 -0.43 3.518 0.462 0 1 31 68 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R GGAMITGKPAALANALMK I 3 1713.9270 1713.9287 0.0016 0 0.96 3.619 0.439 0 1 30 68 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 0.9998 - MEWQTDWGLR G 2 1320.5921 1320.5938 0.0017 0 1.30 3.033 0.185 0.1 2 15 18 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R TVDRLAQQADLPKPK V 3 1678.9366 1678.9361 -0.0005 0 -0.30 5.179 0.264 0 1 33 56 2 1 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R TVEPEEYPELHR T 3 1497.7099 1497.7110 0.0010 0 0.69 2.766 0.293 0 1 22 44 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R TVEPEEYPELHR T 2 1497.7099 1497.7113 0.0014 0 0.90 3.284 0.422 0 1 16 22 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R TVEPEEYPELHR T 2 1497.7099 1497.7092 -0.0007 0 -0.48 3.72 0.41 0 1 16 22 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 R TVEPEEYPELHR T 3 1497.7099 1497.7106 0.0007 0 0.45 2.955 0.307 0 1 25 44 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 0.9997 R TVEPEEYPELHR T 3 1497.7099 1497.7124 0.0025 0 1.67 2.495 0.222 0.1 1 25 44 2 0 1
Q5UYK5_HALMA 1 Probable protease htpX-like (EC 3.4.24.-) htpX1 rrnAC2906 292 27.4 7 15 1 K VAVADSRVPNAFATGR S 3 1629.8587 1629.8589 0.0002 0 0.11 3.016 0.393 0 1 27 60 2 1 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R ELEEFFEEIGEEAVVPVTLLSVR R 4 2633.3476 2635.3374 1.9897 -2.0067 -6.45 4.409 0.4 0 1 41 132 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 K EIVALIGDLVDR A 2 1311.7398 1311.7430 0.0032 0 2.43 3.702 0.394 0 1 19 22 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R ELEEFFEEIGEEAVVPVTLLSVR R 3 2633.3476 2633.3512 0.0036 0 1.36 4.92 0.491 0 1 35 88 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R ELEEFFEEIGEEAVVPVTLLSVR R 3 2633.3476 2633.3512 0.0036 0 1.36 3.995 0.341 0 1 35 88 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R ELEEFFEEIGEEAVVPVTLLSVR R 3 2633.3476 2633.3565 0.0089 0 3.38 6.025 0.485 0 1 38 88 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R FVLPMIHPGPMGEIGGGNLPR R 3 2188.1285 2188.1328 0.0043 0 1.97 3.226 0.409 0 1 32 80 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R FVLPMIHPGPMGEIGGGNLPR R 3 2188.1285 2188.1389 0.0104 0 4.73 3.741 0.457 0 1 35 80 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R GFIGHIAEGTR E 2 1156.5989 1156.6015 0.0026 0 2.26 2.872 0.407 0 1 17 20 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R RVAESADGLAFPPHATAGHDFNLVTER E 4 2877.4158 2877.4226 0.0067 0 2.34 4.666 0.318 0 3 37 156 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R SFDMLHGAGQLGSLLTDAETGQLR C 3 2516.2329 2517.2782 1.0452 -1.0034 16.65 5.672 0.43 0 1 32 92 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R SFDMLHGAGQLGSLLTDAETGQLR C 3 2516.2329 2516.2436 0.0106 0 4.22 5.68 0.383 0 1 31 92 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 1 R SFDMLHGAGQLGSLLTDAETGQLR C 3 2516.2329 2516.2468 0.0139 0 5.53 5.408 0.381 0 1 33 92 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 0.9783 R SFDMLHGAGQLGSLLTDAETGQLR C 3 2516.2329 2516.2393 0.0064 0 2.55 2.69 0.094 1.6 6 23 92 2 0 1
Q5V1J9_HALMA 1 Hypothetical protein rrnAC1696 rrnAC1696 618 23.3 8 15 0.9997 R SSLGVSALDFLR G 2 1263.6823 1263.6808 -0.0016 0 -1.24 2.549 0.238 0 1 16 22 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 R YAAQADIPLVLHAHVTR E 4 1874.0162 1874.0201 0.0039 0 2.06 3.406 0.244 0.1 1 36 96 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 K AVVLSDIPVFR E 2 1214.7023 1214.7040 0.0016 0 1.34 3.022 0.403 0 1 16 20 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 K AVVLSDIPVFR E 2 1214.7023 1214.7026 0.0003 0 0.24 2.91 0.409 0 1 17 20 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 K AVVLSDIPVFR E 2 1214.7023 1214.7054 0.0031 0 2.57 2.818 0.317 0 1 15 20 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 0.9999 K GILESYPVDAPIRPMTNGVDIDALAGHEDMREDYRR R 5 4070.9578 4071.9636 1.0058 -1.0034 0.60 2.863 0.324 0.1 1 48 280 2 1 1



Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 0.9983 K GILESYPVDAPIRPMTNGVDIDALAGHEDMREDYRR R 5 4070.9578 4071.9769 1.0190 -1.0034 3.85 2.198 0.189 1.6 1 54 280 2 1 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 0.9930 R RLVETYEELA - 2 1221.6241 1221.6254 0.0013 0 1.08 2.072 0.245 0.1 104 9 18 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 R VLNYLELADRLDR S 3 1588.8573 1588.8574 0.0001 0 0.04 2.285 0.382 0 2 23 48 2 1 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 R VLNYLELADRLDR S 3 1588.8573 1588.8607 0.0034 0 2.11 2.368 0.374 0 1 25 48 2 1 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 0.9999 R VLNYLELADRLDR S 3 1588.8573 1588.8601 0.0028 0 1.77 2.219 0.335 0 1 24 48 2 1 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 0.9957 R VLNYLELADRLDR S 3 1588.8573 1588.8590 0.0017 0 1.07 2.066 0.246 0.1 3 25 48 2 1 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 R WVNNPPENVTFTGWVEDIR G 2 2272.0913 2272.1004 0.0091 0 4.01 5.407 0.574 0 1 25 36 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 R WVNNPPENVTFTGWVEDIR G 3 2272.0913 2272.0911 -0.0002 0 -0.10 4.557 0.487 0 1 33 72 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 1 R YAAQADIPLVLHAHVTR E 4 1874.0162 1874.0195 0.0033 0 1.74 3.366 0.29 0.1 1 36 96 2 0 1
Q5V2H1_HALMA 1 Putative sugar transferase gtr-4 rrnAC1350 396 26.8 6 15 0.9907 R YAAQADIPLVLHAHVTR E 4 1874.0162 1874.0200 0.0037 0 2.00 2.95 0.138 1.5 36 30 96 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 R GPDTSTSQDGELQVVGVDEDVSAVLDALSSETAR E 3 3446.6172 3446.6211 0.0039 0 1.13 4.244 0.329 0 1 30 132 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 0.9994 R EILNTVYEEPGTPSELADRLDMSIQK V 3 2947.4484 2948.8282 1.3797 -1.0034 127.70 2.608 0.324 0.1 1 27 100 2 1 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 R GPDTSTSQDGELQVVGVDEDVSAVLDALSSETAR E 3 3446.6172 3446.6182 0.0010 0 0.28 5.314 0.411 0 1 45 132 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 R GPDTSTSQDGELQVVGVDEDVSAVLDALSSETAR E 3 3446.6172 3447.6382 1.0209 -1.0034 5.11 4.888 0.369 0 1 34 132 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 R GPDTSTSQDGELQVVGVDEDVSAVLDALSSETAR E 3 3446.6172 3446.6138 -0.0034 0 -1.00 3.803 0.347 0 1 28 132 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 0.9871 D PLVLFVGTQDRK Q 3 1371.7874 1371.6998 -0.0876 0 -63.88 2.354 0.298 0.2 2 22 44 1 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 M SLLPSRGPDTSTSQDGELQVVGVDEDVSAVLDALSSETAR E 3 4100.0033 4101.0082 1.0048 -1.0034 0.37 6.636 0.629 0 1 47 156 2 1 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 K VYEPPDDPLVLFVGTQDR K 2 2059.0262 2059.0333 0.0071 0 3.44 3.804 0.545 0 1 24 34 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 K VYEPPDDPLVLFVGTQDR K 3 2059.0262 2060.0182 0.9919 -1.0034 -5.54 4.135 0.361 0 1 31 68 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 K VYEPPDDPLVLFVGTQDR K 2 2059.0262 2059.0294 0.0032 0 1.54 3.211 0.54 0 1 22 34 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 1 K VYEPPDDPLVLFVGTQDR K 2 2059.0262 2059.0316 0.0054 0 2.61 3.654 0.503 0 1 24 34 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 0.9917 K VYEPPDDPLVLFVGTQDRK Q 3 2187.1212 2187.1239 0.0027 0 1.23 1.844 0.202 0.4 3 26 72 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 0.9841 K VYEPPDDPLVLFVGTQDRK Q 3 2187.1212 2187.1270 0.0058 0 2.66 2.209 0.15 0.2 9 24 72 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 0.9386 K VYEPPDDPLVLFVGTQDRK Q 3 2187.1212 2187.1237 0.0025 0 1.15 1.69 0.114 0.3 2 29 72 2 0 1
Q5V3H0_HALMA 1 Hypothetical protein rrnAC0961 rrnAC0961 274 31 6 15 0.9112 K VYEPPDDPLVLFVGTQDRK Q 3 2187.1212 2187.1252 0.0040 0 1.82 1.537 0.1 1.8 1 29 72 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 0.9997 R AVEDAVANKGAETTATFAAAVSDAIHDRDR V 5 3071.4908 3072.5136 1.0228 -1.0034 6.33 3.007 0.258 0.7 1 49 232 2 2 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 R AADMTEEQDDATFGETAR E 2 1956.8007 1956.7955 -0.0052 0 -2.67 3.946 0.52 0 1 23 34 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 R AISIAEFFEK N 2 1153.6019 1153.6008 -0.0011 0 -0.97 2.817 0.317 0 1 15 18 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 0.9998 R AISIAEFFEK N 2 1153.6019 1153.6008 -0.0011 0 -0.97 3.222 0.144 0.1 1 14 18 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 0.9811 R EEPPKVSDIADDRDTASQLLSAMR E 4 2643.2810 2644.2827 1.0016 -1.0034 -0.65 2.75 0.062 2.3 1 38 138 2 2 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 R ENAVDAAWNAVSDNLSSDLYALVDDVTTK R 3 3095.4571 3095.4567 -0.0004 0 -0.14 3.784 0.36 0 1 27 112 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 R ENAVDAAWNAVSDNLSSDLYALVDDVTTK R 3 3095.4571 3096.4582 1.0010 -1.0034 -0.74 4.516 0.543 0 1 24 112 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 R ENVLEALWTAAEGVR E 3 1656.8471 1656.8314 -0.0157 0 -9.46 3.795 0.391 0.1 1 25 56 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 R ENVLEALWTAAEGVR E 2 1656.8471 1656.8530 0.0059 0 3.55 4.265 0.473 0 1 24 28 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 R ENVLEALWTAAEGVR E 3 1656.8471 1657.8396 0.9925 -1.0034 -6.55 4.397 0.42 0 1 29 56 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 R ENVLEALWTAAEGVR E 3 1656.8471 1656.8490 0.0019 0 1.14 5.262 0.477 0 1 31 56 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 1 K VSDIADDRDTASQLLSAMR E 3 2062.9953 2063.0042 0.0089 0 4.32 3.358 0.326 0 3 24 72 2 1 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3) top6B rrnAC0457 796 19.8 9 15 0.9998 K VSDIADDRDTASQLLSAMR E 3 2062.9953 2063.0062 0.0109 0 5.29 2.988 0.296 0.1 4 21 72 2 1 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 0.9935 K TTLLNILGLLDTPTEGTVLLEGQDVTGLGDSK R 3 3282.7446 3282.7384 -0.0062 0 -1.89 2.856 0.118 0.6 2 26 124 2 0 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 0.9946 K TTLLNILGLLDTPTEGTVLLEGQDVTGLGDSK R 3 3282.7446 3283.7482 1.0035 -1.0034 0.06 2.983 0.153 0.6 1 27 124 2 0 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 1 K TTLLNILGLLDTPTEGTVLLEGQDVTGLGDSKR T 3 3438.8457 3438.8527 0.0070 0 2.02 5.217 0.371 0 1 36 128 2 0 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 1 K TTLLNILGLLDTPTEGTVLLEGQDVTGLGDSKR T 3 3438.8457 3438.8596 0.0139 0 4.05 5.992 0.299 0 1 39 128 2 0 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 1 K TTLLNILGLLDTPTEGTVLLEGQDVTGLGDSKR T 3 3438.8457 3439.8682 1.0224 -1.0034 5.55 5.401 0.441 0 1 33 128 2 0 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 1 K TTLLNILGLLDTPTEGTVLLEGQDVTGLGDSKR T 4 3438.8457 3438.8474 0.0016 0 0.48 4.393 0.302 0 2 42 192 2 0 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 1 K TTLLNILGLLDTPTEGTVLLEGQDVTGLGDSKR T 4 3438.8457 3438.8525 0.0068 0 1.97 5.728 0.477 0 2 46 192 2 0 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 1 K TTLLNILGLLDTPTEGTVLLEGQDVTGLGDSKR T 3 3438.8457 3439.8382 0.9924 -1.0034 -3.17 4.99 0.427 0 1 34 128 2 0 1
Q5V594_HALMA 1 ABC transporter ATP-binding protein yvrO-2 rrnAC0251 227 41 6 15 0.9991 K VVLADEPTGNLDSETGRQILDEFQR I 3 2801.3831 2801.3782 -0.0050 0 -1.77 2.918 0.252 0 2 27 96 2 1 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K IDPAPLLGAAFLILSSALGR W 3 1994.1564 1994.1621 0.0056 0 2.83 4.548 0.318 0 2 31 76 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K ETTLAAEMPQTESGHR Q 2 1756.8050 1756.8022 -0.0028 0 -1.60 3.737 0.271 0 1 20 30 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K IDPAPLLGAAFLILSSALGR W 3 1994.1564 1994.1564 0.0000 0 -0.02 4.505 0.363 0 1 34 76 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K IDPAPLLGAAFLILSSALGR W 3 1994.1564 1994.1544 -0.0020 0 -1.02 4.331 0.331 0 1 33 76 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K IDPAPLLGAAFLILSSALGR W 2 1994.1564 1994.1635 0.0071 0 3.57 5.718 0.527 0 1 31 38 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K IDPAPLLGAAFLILSSALGR W 3 1994.1564 1994.1707 0.0143 0 7.15 4.204 0.313 0.1 2 28 76 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K IDPAPLLGAAFLILSSALGR W 3 1994.1564 1994.1621 0.0056 0 2.83 4.535 0.318 0 1 33 76 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K IDPAPLLGAAFLILSSALGR W 2 1994.1564 1994.1606 0.0042 0 2.10 5.793 0.495 0 1 26 38 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 K IDPAPLLGAAFLILSSALGR W 2 1994.1564 1994.1565 0.0000 0 0.02 4.596 0.518 0 1 23 38 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 - MDAPTFLEVEVER D 2 1534.7337 1534.7373 0.0036 0 2.32 3.675 0.24 0 1 20 24 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 - MDAPTFLEVEVER D 2 1534.7337 1534.7389 0.0051 0 3.35 3.567 0.282 0 1 20 24 2 0 1
Q5V5F3_HALMA 1 Hypothetical protein rrnAC0185 rrnAC0185 238 31.1 5 15 1 R QQDHGRETEPAGVTGSEMGAETLER E 3 2684.2096 2684.2146 0.0050 0 1.86 3.262 0.363 0 7 26 96 2 1 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 0.9769 R EGELIAAFAMADVIR E 3 1604.8232 1604.8282 0.0049 0 3.08 2.349 0.127 0.6 30 19 56 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R AIREAADEQDLTAPDATDFEAIKGR G 4 2702.3147 2702.3032 -0.0116 0 -4.28 3.937 0.295 0 1 41 144 2 2 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R ANVDGNEVYVGGPNLLTQLDSEIPDHLRR F 3 3190.6007 3191.5882 0.9874 -1.0034 -4.98 4.308 0.473 0 1 32 112 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R ANVDGNEVYVGGPNLLTQLDSEIPDHLRR F 4 3190.6007 3191.6109 1.0102 -1.0034 2.14 4.853 0.445 0 1 47 168 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R ANVDGNEVYVGGPNLLTQLDSEIPDHLRR F 4 3190.6007 3190.6064 0.0057 0 1.78 5.393 0.447 0 1 49 168 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R ANVDGNEVYVGGPNLLTQLDSEIPDHLRR F 4 3190.6007 3190.6086 0.0079 0 2.47 4.125 0.423 0 1 47 168 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R ANVDGNEVYVGGPNLLTQLDSEIPDHLRR F 3 3190.6007 3190.6129 0.0122 0 3.83 4.466 0.4 0 1 32 112 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R ANVDGNEVYVGGPNLLTQLDSEIPDHLRR F 4 3190.6007 3190.6096 0.0088 0 2.77 4.404 0.368 0 1 47 168 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R EAADEQDLTAPDATDFEAIK G 2 2148.9699 2148.9688 -0.0011 0 -0.50 4.571 0.517 0 1 22 38 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R EAADEQDLTAPDATDFEAIKGR G 3 2362.0924 2362.0947 0.0023 0 0.98 3.609 0.401 0 1 29 84 2 1 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 K LVGMVGDGVNDAPALTR A 2 1683.8614 1684.8654 1.0040 -1.0034 0.40 5.164 0.42 0 1 26 32 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 0.9999 R NLDAIIFDK T 2 1047.5600 1047.5611 0.0011 0 1.06 2.429 0.334 0 3 12 16 2 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R RVDLSIPELPSGTPATDAQPA D 2 2134.0906 2134.0965 0.0059 0 2.77 5.329 0.555 0 1 25 40 1 0 1
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 1 R VGATGEETTLAGIMR L 2 1520.7555 1520.7454 -0.0101 0 -6.63 3.555 0.396 0 1 21 28 2 0 1 VGATGEETTLAGIM[147]R
Q5V6Y2_HALMA 1 Copper-transporting ATPase CopA copA2 pNG6056 760 17.2 9 15 0.9996 R VGATGEETTLAGIMR L 2 1504.7555 1504.7638 0.0082 0 5.48 2.777 0.206 0 1 20 28 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 0.9979 K LIAEAIEEIDR G 2 1270.6769 1270.6454 -0.0315 0 -24.77 2.424 0.132 0.4 1 17 20 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 0.9999 R AMEVNYGYAVTAPR E 2 1540.7344 1540.7054 -0.0290 0 -18.81 2.673 0.303 0 1 18 26 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 0.9876 R ELADLFGR M 2 919.4763 919.4782 0.0019 0 2.09 1.616 0.175 0 1 12 14 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 0.9979 K FIISFTR S 2 882.4963 882.4971 0.0008 0 0.88 2.085 0.197 0.1 8 11 12 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 0.9933 K FIISFTR S 2 882.4963 882.4975 0.0011 0 1.30 1.987 0.153 0.1 7 11 12 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 1 R GSVEAVTAAGASPVDVLIYSIVPQIKPAFISVATLR W 3 3639.0287 3641.0482 2.0194 -2.0067 3.50 3.84 0.323 0 2 26 140 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 1 K LIAEAIEEIDR G 2 1270.6769 1270.6782 0.0013 0 1.00 4.727 0.406 0 1 18 20 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 1 K LIAEAIEEIDR G 2 1270.6769 1270.6791 0.0021 0 1.67 3.836 0.43 0 1 18 20 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 1 K LIAEAIEEIDR G 2 1270.6769 1270.6804 0.0035 0 2.73 4.453 0.381 0 1 18 20 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 1 K LIAEAIEEIDR G 2 1270.6769 1270.6854 0.0085 0 6.71 3.077 0.357 0 1 18 20 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 0.9999 R MYPPNVGYSR K 2 1182.5492 1182.5499 0.0007 0 0.57 1.836 0.428 0 2 15 18 2 0 1
Q5UW67_HALMA 1 Phosphonates ABC transporter permease protein phnD2 rrnB0322 264 32.6 6 14 0.9852 R MYPPNVGYSR K 2 1182.5492 1182.5486 -0.0007 0 -0.56 1.536 0.297 0.1 32 13 18 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 R LGSVLEEGELPAERREEIMNALTIGEQSVR E 4 3324.6983 3325.6909 0.9926 -1.0034 -3.24 4.391 0.386 0 1 48 174 2 1 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 0.9819 K GTLGLFGIEMTQAWTETEKEVIETR A 3 2838.4109 2838.3982 -0.0128 0 -4.49 2.507 0.165 0.3 2 21 96 2 1 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 K ILAPAIWVGDSVAK G 2 1438.8184 1438.8205 0.0021 0 1.46 3.791 0.425 0 1 24 26 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 K ILAPAIWVGDSVAK G 2 1438.8184 1438.8210 0.0026 0 1.80 3.556 0.52 0 1 24 26 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 K ILAPAIWVGDSVAK G 2 1438.8184 1438.8219 0.0034 0 2.40 2.85 0.4 0 1 23 26 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 K ILAPAIWVGDSVAK G 2 1438.8184 1438.8209 0.0025 0 1.72 4.253 0.527 0 1 24 26 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 0.9999 R LGSVLEEGELPAERREEIMNALTIGEQSVR E 4 3340.6983 3340.6997 0.0013 0 0.40 3.501 0.266 0.5 2 40 174 2 1 1 LGSVLEEGELPAERREEIM[147]NALTIGEQSVR
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 0.9978 R LGSVLEEGELPAERREEIMNALTIGEQSVR E 4 3324.6983 3324.7102 0.0118 0 3.56 3.518 0.09 0.3 1 43 174 2 1 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 R YGSRPLYWFAK I 3 1386.7084 1386.7076 -0.0009 0 -0.61 2.894 0.475 0 1 23 40 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 R YGSRPLYWFAK I 3 1386.7084 1386.7109 0.0024 0 1.76 3.009 0.403 0 1 22 40 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 R YGSRPLYWFAK I 3 1386.7084 1386.7091 0.0007 0 0.51 3.17 0.434 0 1 24 40 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 0.9995 R YGSRPLYWFAK I 2 1386.7084 1386.7093 0.0009 0 0.65 2.865 0.142 0.1 1 15 20 2 0 1
Q5UWJ2_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd2 rrnB0175 356 29.2 5 14 1 R YPLIGEDLTEFHGIVYSPVLFSHR E 4 2788.4224 2789.4340 1.0116 -1.0034 2.96 5.676 0.473 0 1 51 138 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 0.9979 R LLEAYDVR Y 2 977.5182 978.5654 1.0472 -1.0034 44.88 2.58 0.179 0.2 2 13 14 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 K FLDFGLLQSLVR A 2 1406.7922 1406.7943 0.0021 0 1.47 4.289 0.528 0 1 20 22 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 K FLDFGLLQSLVR A 2 1406.7922 1406.7937 0.0015 0 1.03 4.224 0.514 0 1 20 22 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 K FLDFGLLQSLVR A 2 1406.7922 1406.7954 0.0032 0 2.25 4.013 0.532 0 1 20 22 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 K FLDFGLLQSLVR A 2 1406.7922 1406.7927 0.0005 0 0.34 4.2 0.531 0 1 20 22 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 0.9994 K FLDFGLLQSLVR A 3 1406.7922 1407.8062 1.0140 -1.0034 7.53 3.178 0.244 0 57 18 44 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 K FVIWLLPDGLGR T 2 1384.7867 1384.7882 0.0015 0 1.05 3.391 0.464 0 1 19 22 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 K FVIWLLPDGLGR T 2 1384.7867 1384.7884 0.0017 0 1.23 3.249 0.471 0 1 20 22 2 0 1



Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 K FVIWLLPDGLGR T 2 1384.7867 1384.7893 0.0026 0 1.85 3.315 0.43 0 1 18 22 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 K FVIWLLPDGLGR T 2 1384.7867 1384.7871 0.0004 0 0.26 3.236 0.465 0 1 19 22 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 R RVDDVETIYTGDATEQRR L 3 2123.0243 2123.0258 0.0015 0 0.71 4.022 0.355 0 64 22 68 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 0.9978 R RVDDVETIYTGDATEQRR L 3 2123.0243 2123.0240 -0.0003 0 -0.15 3.659 0.128 0.1 20 21 68 2 0 1
Q5UX17_HALMA 1 Hypothetical protein rrnAC3517 rrnAC3517 772 8.5 5 14 1 R YGDVTVDQLQGVTVAK R 2 1691.8730 1692.7892 0.9161 -1.0034 -51.55 4.456 0.463 0 1 24 30 2 0 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 K LPMIESPEDETAQDETDAPNATEPTVDPVDHLR E 3 3631.6472 3632.6625 1.0153 -1.0034 3.28 6.854 0.538 0 1 44 128 2 0 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 R GELTDSEFER R 2 1181.5200 1181.5187 -0.0014 0 -1.16 3.002 0.343 0 1 15 18 2 0 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 R GELTDSEFER R 2 1181.5200 1181.5193 -0.0008 0 -0.65 2.845 0.339 0 1 15 18 2 0 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 R GELTDSEFER R 2 1181.5200 1181.5217 0.0017 0 1.42 2.66 0.307 0 1 15 18 2 0 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 R LLETESLSATSEAENTTGEADR E 2 2323.0663 2323.0731 0.0068 0 2.91 6.183 0.63 0 1 29 42 2 0 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 R LLETESLSATSEAENTTGEADREVSLETE - 2 3110.4262 3110.4278 0.0016 0 0.52 4.185 0.434 0 1 18 56 2 1 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 R LLETESLSATSEAENTTGEADREVSLETE - 3 3110.4262 3110.4314 0.0052 0 1.67 4.668 0.395 0 2 26 112 2 1 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 R LLETESLSATSEAENTTGEADREVSLETE - 3 3110.4262 3110.4300 0.0037 0 1.20 4.324 0.328 0 1 30 112 2 1 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 0.9938 R LLETESLSATSEAENTTGEADREVSLETE - 3 3110.4262 3110.4424 0.0162 0 5.20 3.369 0.212 0.1 79 23 112 2 1 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 K LPMIESPEDETAQDETDAPNATEPTVDPVDHLR E 3 3647.6472 3647.6526 0.0054 0 1.48 6.001 0.517 0 1 43 128 2 0 1 LPM[147]IESPEDETAQDETDAPNATEPTVDPVDHLR
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 K LPMIESPEDETAQDETDAPNATEPTVDPVDHLR E 3 3647.6472 3648.6465 0.9993 -1.0034 -1.12 5.288 0.535 0 1 40 128 2 0 1 LPM[147]IESPEDETAQDETDAPNATEPTVDPVDHLR
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 K LPMIESPEDETAQDETDAPNATEPTVDPVDHLRER Y 4 3932.7909 3934.8109 2.0200 -2.0067 3.37 5.124 0.408 0 1 46 204 2 1 1 LPM[147]IESPEDETAQDETDAPNATEPTVDPVDHLRER
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 K LPMIESPEDETAQDETDAPNATEPTVDPVDHLRER Y 4 3916.7909 3918.8109 2.0200 -2.0067 3.39 5.924 0.428 0 1 46 204 2 1 1
Q5UXW3_HALMA 1 Hypothetical protein rrnAC3185 rrnAC3185 115 64.3 5 14 1 K LPMIESPEDETAQDETDAPNATEPTVDPVDHLRER Y 3 3916.7909 3918.7985 2.0076 -2.0067 0.22 4.372 0.452 0 1 34 136 2 1 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 R IVTAAGDVLTPAASTLLEDALTSGAGR G 3 2569.3599 2569.3637 0.0038 0 1.48 4.97 0.555 0 1 35 104 2 0 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 K AMSEDADETDTPPPAGTGPTGR D 2 2171.9277 2172.9454 1.0177 -1.0034 6.62 3.849 0.505 0 1 22 42 2 0 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 K AMSEDADETDTPPPAGTGPTGR D 2 2171.9277 2172.9454 1.0177 -1.0034 6.60 4.384 0.581 0 1 22 42 2 0 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 R DTDTLTDEELQELREEFESFREDIEGR T 3 3300.4906 3300.4912 0.0006 0 0.18 3.75 0.319 0 1 28 104 2 2 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 R DTDTLTDEELQELREEFESFREDIEGR T 3 3300.4906 3300.5011 0.0105 0 3.18 3.923 0.358 0 1 29 104 2 2 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 0.9999 R DTDTLTDEELQELREEFESFREDIEGR T 3 3300.4906 3300.4986 0.0079 0 2.40 3.705 0.335 0 12 25 104 2 2 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 0.9998 R DTDTLTDEELQELREEFESFREDIEGR T 3 3300.4906 3301.5082 1.0175 -1.0034 4.30 3.474 0.292 0 1 28 104 2 2 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 0.9991 R DTDTLTDEELQELREEFESFREDIEGR T 4 3300.4906 3300.4997 0.0091 0 2.75 2.283 0.14 1.6 1 37 156 2 2 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 0.9986 R DTDTLTDEELQELREEFESFREDIEGR T 4 3300.4906 3300.4963 0.0057 0 1.72 2.142 0.126 0.9 1 40 156 2 2 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 R IVTAAGDVLTPAASTLLEDALTSGAGR G 2 2569.3599 2569.3707 0.0108 0 4.19 5.725 0.653 0 1 30 52 2 0 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 R IVTAAGDVLTPAASTLLEDALTSGAGR G 3 2569.3599 2569.3661 0.0062 0 2.41 5.352 0.589 0 1 35 104 2 0 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 R IVTAAGDVLTPAASTLLEDALTSGAGR G 3 2569.3599 2569.3679 0.0080 0 3.12 4.971 0.529 0 1 32 104 2 0 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 R IVTAAGDVLTPAASTLLEDALTSGAGR G 2 2569.3599 2569.3666 0.0066 0 2.58 5.462 0.621 0 1 28 52 2 0 1
Q5UYW3_HALMA 1 Ribonuclease BN rbn rrnAC2782 379 20.1 3 14 1 R IVTAAGDVLTPAASTLLEDALTSGAGR G 3 2569.3599 2569.3711 0.0111 0 4.33 5.22 0.586 0 1 37 104 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 0.9957 K DKTTEVKDKATDAKDKTTEVK N 5 2350.2227 2350.2189 -0.0038 0 -1.63 2.719 0.133 5.4 1 46 160 2 5 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 0.9908 M ATFVLTPLAR R 2 1087.6390 1087.6407 0.0017 0 1.56 2.806 0.22 0 1 16 18 1 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 0.9901 M ATFVLTPLAR R 2 1087.6390 1087.6454 0.0064 0 5.91 2.561 0.255 0 1 15 18 1 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 0.9797 R LEAVMFGR Y 2 921.4742 922.4654 0.9912 -1.0034 -13.16 1.96 0.16 1.7 1 13 14 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 1 K QTAESVTDEVEAAK E 2 1476.6944 1476.6991 0.0046 0 3.15 3.174 0.483 0 1 23 26 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 1 K QTAESVTDEVEAAK E 2 1476.6944 1476.6970 0.0026 0 1.74 3.314 0.467 0 1 23 26 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 1 K QTAESVTDEVEAAK E 2 1476.6944 1476.6953 0.0009 0 0.58 3.775 0.436 0 1 22 26 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 1 R RLEAVMFGR Y 2 1077.5753 1077.5771 0.0018 0 1.67 3.824 0.413 0 1 16 16 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 1 R RLEAVMFGR Y 2 1077.5753 1077.5777 0.0024 0 2.24 3.649 0.388 0 1 16 16 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 1 R RLEAVMFGR Y 2 1077.5753 1077.5654 -0.0099 0 -9.17 3.833 0.388 0 1 16 16 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 1 R RLEAVMFGR Y 2 1077.5753 1077.5754 0.0001 0 0.08 3.77 0.401 0 1 16 16 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 0.9945 R RLEAVMFGR Y 2 1077.5753 1077.2654 -0.3099 0 -287.57 2.263 0.12 0.6 4 12 16 2 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 0.9979 A TFVLTPLAR R 2 1016.6018 1016.6032 0.0014 0 1.34 2.432 0.35 0 1 15 16 1 0 1
Q5UZH2_HALMA 1 Hypothetical protein rrnAC2528 rrnAC2528 306 17.6 7 14 0.9968 A TFVLTPLAR R 2 1016.6018 1016.6023 0.0004 0 0.44 2.318 0.348 0 1 13 16 1 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 1 R RLKDEVYSTIEER G 3 1636.8420 1636.8394 -0.0026 0 -1.58 3.513 0.383 0 1 22 48 2 1 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 0.9740 R AHEVVWKIEATR I 3 1437.7728 1437.7582 -0.0147 0 -10.19 2.495 0.165 0.2 42 21 44 2 1 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 1 R DLLQLVEELR E 2 1226.6870 1227.6854 0.9984 -1.0034 -4.02 3.611 0.284 0 1 17 18 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 1 R ETLINETMNTLEEQGLDDVNVR H 3 2532.2013 2533.2082 1.0068 -1.0034 1.38 3.966 0.404 0 25 23 84 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 0.9999 R ETLINETMNTLEEQGLDDVNVR H 3 2532.2013 2533.2082 1.0068 -1.0034 1.38 4.181 0.261 0 7 24 84 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 1 R KTPDTPMMTVHLDEEYATDRER A 4 2634.2054 2634.2133 0.0079 0 3.00 3.241 0.318 0.1 1 41 126 2 1 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 1 R KTPDTPMMTVHLDEEYATDRER A 4 2634.2054 2634.2138 0.0084 0 3.19 3.769 0.305 0.1 1 40 126 2 1 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 1 R RLKDEVYSTIEER G 3 1636.8420 1636.8449 0.0029 0 1.78 3.201 0.386 0 1 23 48 2 1 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 0.9998 R RLKDEVYSTIEER G 3 1636.8420 1636.8484 0.0064 0 3.90 3.25 0.232 0 1 22 48 2 1 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6) rpoC rrnAC2427 395 32.4 9 14 0.9655 R WPTVNDTDAIAEEIAETIESNLGVSTR Q 3 2930.4145 2931.4282 1.0136 -1.0034 3.51 2.77 0.115 2.5 4 24 104 2 0 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 R RFPYTSEALADASPSATGQSEPYWR G 3 2786.2936 2787.3082 1.0145 -1.0034 4.02 5.478 0.532 0 1 37 96 2 0 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 K GAFTHSPFDERDALSQQYDGAVTDDGVIVR H 4 3265.5276 3265.5332 0.0055 0 1.69 3.839 0.311 0.2 1 43 174 2 1 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 K GAFTHSPFDERDALSQQYDGAVTDDGVIVR H 3 3265.5276 3265.5357 0.0080 0 2.46 6.883 0.523 0 1 40 116 2 1 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 K GAFTHSPFDERDALSQQYDGAVTDDGVIVR H 4 3265.5276 3265.5358 0.0082 0 2.51 5.212 0.33 0 1 55 174 2 1 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 K GAFTHSPFDERDALSQQYDGAVTDDGVIVR H 4 3265.5276 3265.5314 0.0038 0 1.17 4.367 0.308 0 1 48 174 2 1 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 K GAFTHSPFDERDALSQQYDGAVTDDGVIVR H 3 3265.5276 3265.5324 0.0047 0 1.45 6.996 0.542 0 1 39 116 2 1 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 0.9989 K GAFTHSPFDERDALSQQYDGAVTDDGVIVR H 4 3265.5276 3265.5327 0.0050 0 1.54 4.033 0.113 0.2 1 43 174 2 1 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 R HNGTFYHVAVR Q 3 1299.6472 1299.6510 0.0038 0 2.90 3.126 0.354 0.1 1 19 40 2 0 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 R HNGTFYHVAVR Q 3 1299.6472 1300.6345 0.9873 -1.0034 -12.33 3.34 0.307 0 1 21 40 2 0 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 R HNGTFYHVAVR Q 3 1299.6472 1299.6467 -0.0005 0 -0.41 3.761 0.38 0 1 25 40 2 0 1
Q5V0F5_HALMA 1 Hypothetical protein rrnAC2154 rrnAC2154 137 50.4 5 14 1 R RFPYTSEALADASPSATGQSEPYWR G 3 2786.2936 2787.3082 1.0145 -1.0034 4.02 5.391 0.487 0 1 34 96 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 R VLPLAAVGALAATVASVLVTGSPLR Y 3 2345.4046 2345.4001 -0.0045 0 -1.93 4.114 0.503 0 1 35 96 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 0.9996 K AVPDEYRDASAALGVTQWETIK S 3 2419.2019 2421.1882 1.9862 -2.0067 -8.45 3.557 0.262 0 1 35 84 2 1 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 K SVVLPAAMPGVITGVILGVGR I 3 2005.1758 2005.1768 0.0010 0 0.48 4.832 0.487 0 1 38 80 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 K SVVLPAAMPGVITGVILGVGR I 2 2005.1758 2006.1854 1.0096 -1.0034 3.13 5.547 0.556 0 1 29 40 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 K SVVLPAAMPGVITGVILGVGR I 3 2005.1758 2005.1810 0.0052 0 2.58 3.93 0.351 0 1 33 80 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 K SVVLPAAMPGVITGVILGVGR I 3 2005.1758 2005.1799 0.0041 0 2.03 4.181 0.493 0 1 33 80 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 K SVVLPAAMPGVITGVILGVGR I 3 2005.1758 2005.1788 0.0030 0 1.48 3.962 0.41 0 1 31 80 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 K SVVLPAAMPGVITGVILGVGR I 2 2005.1758 2006.1854 1.0096 -1.0034 3.13 5.273 0.586 0 1 30 40 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 K SVVLPAAMPGVITGVILGVGR I 2 2005.1758 2005.1845 0.0087 0 4.35 4.91 0.624 0 1 28 40 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 0.9970 K SVVLPAAMPGVITGVILGVGR I 3 2021.1758 2022.1882 1.0123 -1.0034 4.45 2.842 0.237 0.4 25 21 80 2 0 1 SVVLPAAM[147]PGVITGVILGVGR
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 R VLPLAAVGALAATVASVLVTGSPLR Y 3 2345.4046 2345.4091 0.0045 0 1.90 4.282 0.457 0 1 36 96 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 1 R VLPLAAVGALAATVASVLVTGSPLR Y 3 2345.4046 2345.4093 0.0046 0 1.98 3.936 0.464 0 1 30 96 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 0.9992 R VLPLAAVGALAATVASVLVTGSPLR Y 3 2345.4046 2346.3982 0.9935 -1.0034 -4.18 3.409 0.234 0.1 7 24 96 2 0 1
Q5V0G2_HALMA 1 Phosphate ABC transporter permease protein pstA1 rrnAC2147 884 7.7 4 14 0.9619 S VVLPAAMPGVITGVILGVGR I 3 1918.1438 1918.1482 0.0043 0 2.27 2.684 0.297 0.2 20 22 76 1 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 0.9999 R GFLGAEEVEPVAVIDHHPGNGSGDEFTDIR S 3 3163.4846 3163.4881 0.0034 0 1.09 3.626 0.231 0.1 1 32 116 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 1 R AIEAVVDDIPMAEGGGHAR M 3 1906.9207 1906.9204 -0.0004 0 -0.19 3.35 0.294 0 1 28 72 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 1 R AIEAVVDDIPMAEGGGHAR M 2 1906.9207 1906.9247 0.0039 0 2.06 4.079 0.47 0 1 21 36 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 0.9999 R AIEAVVDDIPMAEGGGHAR M 3 1906.9207 1906.9246 0.0039 0 2.02 3.035 0.276 0 2 25 72 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 0.9997 R AIEAVVDDIPMAEGGGHAR M 3 1906.9207 1906.9231 0.0024 0 1.25 2.767 0.228 0.1 1 28 72 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 0.9990 R AIEAVVDDIPMAEGGGHAR M 3 1906.9207 1906.9224 0.0017 0 0.87 3.102 0.16 0 2 26 72 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 1 R GFLGAEEVEPVAVIDHHPGNGSGDEFTDIR S 3 3163.4846 3163.4884 0.0038 0 1.20 3.82 0.31 0.2 1 32 116 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 1 K HMAGLGPSDGVSRDDFRER V 4 2100.9759 2100.9758 -0.0001 0 -0.07 2.442 0.285 0.3 2 33 108 2 2 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 0.9989 K HMAGLGPSDGVSRDDFRER V 4 2100.9759 2100.9763 0.0003 0 0.16 2.19 0.134 0.8 1 37 108 2 2 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 1 R IANPQVDAEVLDVK S 2 1509.8038 1509.8054 0.0016 0 1.08 3.139 0.504 0 1 20 26 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 1 R IANPQVDAEVLDVK S 2 1509.8038 1509.8111 0.0073 0 4.84 3.906 0.415 0 1 22 26 2 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 0.9977 R IAVLMHPNPD P 2 1105.5590 1105.5654 0.0064 0 5.81 2.327 0.396 0 2 13 18 1 0 1
Q5V162_HALMA 1 Putative RNA binding protein rrnAC1856 rrnAC1856 394 31 6 14 0.9724 R IAVLMHPNPDPDAMASALAVSQLVAGTDTSASLLYPGEIR R 5 4091.0707 4091.0992 0.0285 0 6.95 2.592 0.025 11.9 3 56 312 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R VVSITAYDSDNTMGGLLDRPDSLVVTK S 3 2865.4430 2865.4478 0.0048 0 1.68 5.157 0.492 0 1 37 104 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 0.9949 K AVALDVLDQLGDENQVGVVAFNQNAYR V 3 2917.4570 2917.4575 0.0005 0 0.16 3.67 0.081 0.4 3 28 104 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R LGPPAAVANQLGR E 2 1262.7095 1262.7097 0.0002 0 0.13 3.18 0.51 0 1 20 24 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R LGPPAAVANQLGR E 2 1262.7095 1263.7254 1.0159 -1.0034 9.96 3.655 0.497 0 1 21 24 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R LGPPAAVANQLGR E 2 1262.7095 1262.7123 0.0027 0 2.16 3.187 0.508 0 1 19 24 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R QIASESGGSYFAADETER L 2 1916.8388 1916.8396 0.0007 0 0.39 4.779 0.609 0 1 23 34 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R VTATLSGDDEYAR N 2 1396.6470 1397.6454 0.9984 -1.0034 -3.53 4.016 0.41 0 1 18 24 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 0.9178 R VTATLSGDDEYARNDVFYK S 3 2163.0120 2163.0115 -0.0005 0 -0.24 2.148 0.156 0.9 17 21 72 2 1 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R VVEQPDVLYVSQGEYPLR N 2 2090.0684 2090.0724 0.0039 0 1.88 4.588 0.508 0 1 24 34 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R VVEQPDVLYVSQGEYPLR N 2 2090.0684 2090.0726 0.0042 0 2.00 3.842 0.505 0 1 22 34 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R VVSITAYDSDNTMGGLLDRPDSLVVTK S 3 2865.4430 2865.4555 0.0125 0 4.36 5.311 0.529 0 1 37 104 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R VVSITAYDSDNTMGGLLDRPDSLVVTK S 3 2865.4430 2865.4458 0.0028 0 0.98 4.707 0.475 0 1 35 104 2 0 1



Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 1 R VVSITAYDSDNTMGGLLDRPDSLVVTK S 3 2865.4430 2865.4462 0.0032 0 1.10 4.919 0.501 0 1 37 104 2 0 1
Q5V2T9_HALMA 1 Hypothetical protein rrnAC1219 rrnAC1219 788 15.5 8 14 0.9998 R VVSITAYDSDNTMGGLLDRPDSLVVTK S 3 2881.4430 2882.4382 0.9951 -1.0034 -2.85 3.813 0.233 0 1 32 104 2 0 1 VVSITAYDSDNTM[147]GGLLDRPDSLVVTK
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 1 R LTYTADYDVPGPLPEFLLAPLIR W 2 2573.3781 2573.3817 0.0036 0 1.38 4.316 0.546 0 1 23 44 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 0.9935 D EPSNQAAVTPSLSR A 2 1455.7317 1455.7254 -0.0063 0 -4.31 2.41 0.342 0 1 13 26 1 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 0.9999 R IVYDMDGDLTGR I 2 1353.6234 1354.5654 0.9420 -1.0034 -45.31 2.624 0.372 0 1 17 22 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 0.9509 R IVYDMDGDLTGR I 2 1353.6234 1354.5654 0.9420 -1.0034 -45.31 1.935 0.153 0.2 1 13 22 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 1 R LTYTADYDVPGPLPEFLLAPLIR W 3 2573.3781 2573.3781 0.0000 0 0.00 2.858 0.361 0 1 31 88 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 1 R LTYTADYDVPGPLPEFLLAPLIR W 3 2573.3781 2573.3785 0.0004 0 0.15 3 0.371 0 1 27 88 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 1 R LTYTADYDVPGPLPEFLLAPLIR W 2 2573.3781 2573.3851 0.0070 0 2.71 3.814 0.538 0 1 24 44 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 1 R LTYTADYDVPGPLPEFLLAPLIR W 2 2573.3781 2573.3856 0.0075 0 2.90 4.16 0.572 0 1 23 44 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 1 R LTYTADYDVPGPLPEFLLAPLIR W 3 2573.3781 2573.3791 0.0009 0 0.36 2.901 0.401 0 1 31 88 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 1 R LTYTADYDVPGPLPEFLLAPLIR W 2 2573.3781 2573.3810 0.0028 0 1.10 3.999 0.546 0 1 23 44 2 0 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 1 M TVHTSDDRWLDAPVETVFTFMDEPSNQAAVTPSLSR A 4 4018.9007 4018.9147 0.0140 0 3.49 4.641 0.455 0 1 49 210 2 1 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 0.9850 M TVHTSDDRWLDAPVETVFTFMDEPSNQAAVTPSLSR A 4 4018.9007 4018.9130 0.0123 0 3.06 3.497 0.232 0.2 2 39 210 2 1 1
Q5V305_HALMA 1 Bacterio-opsin linked product blp rrnAC1145 154 46.1 4 14 0.9830 M TVHTSDDRWLDAPVETVFTFMDEPSNQAAVTPSLSR A 4 4018.9007 4020.9309 2.0302 -2.0067 5.84 3.6 0.242 0.2 1 44 210 2 1 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R LDGALTDLQQAVEGTPEDEEARELIQEAQQLR G 4 3564.7543 3566.7709 2.0166 -2.0067 2.77 6.918 0.299 0 1 58 186 2 1 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R FTSDVTIPAVILVLK S 3 1614.9596 1615.9623 1.0027 -1.0034 -0.42 3.042 0.338 0 2 23 56 2 0 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R FTSDVTIPAVILVLK S 2 1614.9596 1614.9646 0.0049 0 3.06 3.115 0.445 0 1 22 28 2 0 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R FTSDVTIPAVILVLK S 2 1614.9596 1614.9608 0.0012 0 0.72 3.13 0.467 0 1 21 28 2 0 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R FTSDVTIPAVILVLK S 2 1614.9596 1614.9593 -0.0003 0 -0.19 3.288 0.462 0 1 22 28 2 0 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R FTSDVTIPAVILVLK S 2 1614.9596 1614.9632 0.0036 0 2.23 3.651 0.407 0 1 22 28 2 0 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 0.9964 R FTSDVTIPAVILVLK S 3 1614.9596 1614.9585 -0.0011 0 -0.68 2.685 0.177 0 29 19 56 2 0 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R LDGALTDLQQAVEGTPEDEEARELIQEAQQLR G 3 3564.7543 3566.7682 2.0138 -2.0067 2.00 8.478 0.553 0 1 48 124 2 1 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R LDGALTDLQQAVEGTPEDEEARELIQEAQQLR G 4 3564.7543 3564.7653 0.0110 0 3.09 6.234 0.432 0 1 58 186 2 1 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R LDGALTDLQQAVEGTPEDEEARELIQEAQQLR G 3 3564.7543 3564.7392 -0.0152 0 -4.25 6.544 0.571 0 1 46 124 2 1 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R LDGALTDLQQAVEGTPEDEEARELIQEAQQLR G 3 3564.7543 3564.7564 0.0020 0 0.57 7.624 0.536 0 1 47 124 2 1 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R LDGALTDLQQAVEGTPEDEEARELIQEAQQLR G 3 3564.7543 3564.7520 -0.0023 0 -0.66 7.566 0.544 0 1 49 124 2 1 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 1 R SIKDDIEGPDRDDTGTENGDGNGEE - 3 2634.0801 2636.0824 2.0023 -2.0067 -1.67 4.026 0.329 0 1 30 96 2 2 1
Q5V3N2_HALMA 1 Hypothetical protein rrnAC0892 rrnAC0892 194 37.1 3 14 0.9999 R SIKDDIEGPDRDDTGTENGDGNGEE - 3 2634.0801 2634.0827 0.0026 0 0.99 3.643 0.271 0 1 28 96 2 2 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 1 R AAAESVLAQTYDDVELVLVSDGNRDVYK Q 3 3039.5037 3039.5138 0.0100 0 3.30 3.913 0.422 0 2 25 108 2 1 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 1 R AAAESVLAQTYDDVELVLVSDGNR D 3 2534.2500 2534.2642 0.0142 0 5.61 4.071 0.349 0 1 30 92 2 0 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 1 R AAAESVLAQTYDDVELVLVSDGNRDVYK Q 3 3039.5037 3041.4982 1.9944 -2.0067 -4.03 4.785 0.453 0 1 29 108 2 1 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 1 R AAAESVLAQTYDDVELVLVSDGNRDVYK Q 3 3039.5037 3039.4958 -0.0079 0 -2.60 4.37 0.445 0 1 28 108 2 1 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 1 R GMEVFVPESTGEESDFLSDLLFR F 2 2603.2101 2603.1944 -0.0157 0 -6.03 4.465 0.458 0 1 26 44 2 0 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 1 R GMEVFVPESTGEESDFLSDLLFR F 2 2603.2101 2603.2142 0.0041 0 1.57 4.131 0.509 0 1 27 44 2 0 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 1 R GMEVFVPESTGEESDFLSDLLFR F 2 2603.2101 2603.2059 -0.0042 0 -1.62 3.949 0.516 0 1 27 44 2 0 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 0.9990 R GMEVFVPESTGEESDFLSDLLFR F 2 2603.2101 2605.2701 2.0600 -2.0067 20.47 3.979 0.132 0 1 24 44 2 0 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 1 K IFDYRTDPGWLLDR A 3 1765.8787 1765.8821 0.0034 0 1.91 3.114 0.368 0 1 25 52 2 1 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 0.9996 R LRTEYDEGVYYTPEALVAHK I 4 2353.1590 2353.1726 0.0135 0 5.75 3.487 0.196 0.2 3 37 114 2 1 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 0.9984 R LRTEYDEGVYYTPEALVAHK I 4 2353.1590 2353.1657 0.0067 0 2.85 2.916 0.132 0.5 2 38 114 2 1 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 0.9189 R LRTEYDEGVYYTPEALVAHK I 3 2353.1590 2354.1306 0.9716 -1.0034 -13.51 3.231 0.143 0.8 66 22 76 2 1 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 0.9975 R LRTEYDEGVYYTPEALVAHKIFDYR T 5 3047.5029 3048.5136 1.0107 -1.0034 2.41 3.119 0.225 0.5 7 50 192 2 2 1
Q5V4T8_HALMA 1 Succinoglycan biosynthesis protein exoM rrnAC0430 324 28.7 7 14 0.9113 R TDPGWLLDRAFWQGYSK R 3 2038.9901 2038.9879 -0.0022 0 -1.07 1.787 0.152 1.4 2 26 64 2 1 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9802 K DADDYPVQISLIVEETVQLR H 3 2302.1692 2303.1683 0.9991 -1.0034 -1.86 2.897 0.162 0.8 45 20 76 2 0 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 1 K DADDYPVQISLIVEETVQLR H 3 2302.1692 2302.1982 0.0290 0 12.59 4.999 0.357 0 1 29 76 2 0 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9991 K DADDYPVQISLIVEETVQLR H 3 2302.1692 2303.1731 1.0038 -1.0034 0.21 3.411 0.18 0.2 1 26 76 2 0 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9974 R EYITGIPGSK I 2 1063.5550 1063.5571 0.0021 0 1.95 1.896 0.212 1.4 1 13 18 2 0 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9565 R EYITGIPGSK I 2 1063.5550 1063.5560 0.0010 0 0.92 1.871 0.122 1.6 12 12 18 2 0 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 1 R HLIKELGEEGDYK M 3 1529.7725 1529.7707 -0.0018 0 -1.18 2.838 0.36 0 1 26 48 2 1 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 1 R HLIKELGEEGDYK M 3 1529.7725 1529.7718 -0.0007 0 -0.47 3.057 0.443 0 1 27 48 2 1 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9999 R HLIKELGEEGDYK M 3 1529.7725 1529.7742 0.0017 0 1.09 2.407 0.319 0.2 1 23 48 2 1 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9963 R HLIKELGEEGDYKMTLR K 4 2031.0459 2031.0438 -0.0022 0 -1.06 2.402 0.205 1.7 28 26 96 2 2 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 1 R REYITGIPGSK I 2 1219.6561 1219.6551 -0.0010 0 -0.82 2.861 0.329 0 2 15 20 2 0 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9983 R REYITGIPGSK I 2 1219.6561 1219.6566 0.0005 0 0.38 2.497 0.181 0.2 6 14 20 2 0 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9976 R REYITGIPGSK I 2 1219.6561 1219.6566 0.0005 0 0.38 2.539 0.214 0.1 54 12 20 2 0 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9967 N RHLIKELGEEGDYK M 3 1685.8737 1685.8738 0.0001 0 0.05 2.938 0.34 0 1 24 52 1 2 1
RL10_HALMAReview 1 50S ribosomal protein L10e rpl10e rrnAC2357 177 37.9 7 14 0.9708 M SDKPASMYRDIDKPAYTR R 4 2113.0262 2113.0236 -0.0026 0 -1.23 3.21 0.2 0.3 2 35 102 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 28.8 6 13 1 R LFLIPETLGIDGAGK L 2 1542.8657 1542.8702 0.0045 0 2.91 3.322 0.358 0 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 28.8 6 13 0.9895 R DLYLFQAIHQEADVVPENIDAVR A 2 2654.3340 2654.3175 -0.0165 0 -6.23 2.32 0.233 0.4 189 9 44 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 28.8 6 13 1 R GPINDTLPDPVEIPSHHGPDVQTIFPDLDIDTMGMK V 4 3910.8757 3910.8842 0.0085 0 2.17 4.609 0.34 0 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 28.8 6 13 1 R GPINDTLPDPVEIPSHHGPDVQTIFPDLDIDTMGMK V 4 3910.8757 3912.8909 2.0152 -2.0067 2.17 4.87 0.331 0 1 51 210 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 28.8 6 13 0.9999 R GPINDTLPDPVEIPSHHGPDVQTIFPDLDIDTMGMK V 4 3910.8757 3911.8909 1.0152 -1.0034 3.02 4.028 0.241 0.1 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 28.8 6 13 1 R LFLIPETLGIDGAGK L 2 1542.8657 1542.8697 0.0040 0 2.59 3.501 0.364 0 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 28.8 6 13 0.9594 R LFLIPETLGIDGAGK L 2 1542.8657 1542.8703 0.0046 0 2.99 2.363 0.099 0.3 34 13 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 28.8 6 13 0.9999 R LLAPLRESYGVEK S 2 1473.8191 1473.8199 0.0008 0 0.54 3.321 0.304 0.1 1 17 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 28.8 6 13 0.9964 - MLHVGINGFGTIGK R 3 1442.7704 1443.7582 0.9877 -1.0034 -10.81 2.323 0.24 0.5 11 19 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 28.8 6 13 0.9961 - MLHVGINGFGTIGK R 3 1442.7704 1443.7590 0.9886 -1.0034 -10.22 2.837 0.142 0.2 1 23 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 28.8 6 13 0.9958 - MLHVGINGFGTIGKR V 4 1598.8715 1599.8580 0.9865 -1.0034 -10.57 2.606 0.121 3.1 2 32 84 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 28.8 6 13 0.9937 - MLHVGINGFGTIGKR V 4 1598.8715 1599.8531 0.9816 -1.0034 -13.62 3.197 0.111 0.9 3 31 84 2 0 1

Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 1 R ALLGDPAAVLDWLSSL - 2 1639.8821 1639.8838 0.0016 0 1.00 3.226 0.304 0.1 1 19 30 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 1 R ALLGDPAAVLDWLSSL - 2 1639.8821 1639.8868 0.0047 0 2.86 3.277 0.426 0 1 17 30 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 1 R ALLGDPAAVLDWLSSL - 2 1639.8821 1639.8854 0.0032 0 1.97 3.098 0.453 0 1 17 30 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 1 R ALLGDPAAVLDWLSSL - 2 1639.8821 1639.8838 0.0016 0 1.00 3.854 0.569 0 1 20 30 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 0.9999 R ALLGDPAAVLDWLSSL - 2 1639.8821 1639.8834 0.0013 0 0.78 2.609 0.337 0 3 13 30 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 0.9997 R ALLGDPAAVLDWLSSL - 2 1639.8821 1639.8845 0.0024 0 1.45 3.085 0.177 0.1 1 20 30 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 0.9996 R ALLGDPAAVLDWLSSL - 2 1639.8821 1639.8866 0.0044 0 2.71 2.941 0.186 0.2 1 17 30 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 1 R LLANLLLGTDIAAPTYPFR D 2 2058.1513 2058.1595 0.0082 0 3.98 3.112 0.294 0 1 18 36 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 0.9999 R LLANLLLGTDIAAPTYPFR D 3 2058.1513 2058.1530 0.0017 0 0.83 3.076 0.271 0 2 28 72 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 0.9986 R LLANLLLGTDIAAPTYPFR D 3 2058.1513 2058.1558 0.0045 0 2.17 3.098 0.161 0.1 4 26 72 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 0.9933 R LLANLLLGTDIAAPTYPFR D 3 2058.1513 2058.1572 0.0059 0 2.88 2.81 0.141 0.1 14 22 72 2 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 0.9995 D PAAVLDWLSSL - 2 1170.6285 1170.6393 0.0107 0 9.17 2.878 0.386 0 1 14 20 1 0 1
Q5UWR4_HALMA 1 Putative 2-component system sensor kinase ski-1 rrnB0083 247 14.2 3 13 0.9724 D PAAVLDWLSSL - 2 1170.6285 1170.6327 0.0041 0 3.54 2.378 0.24 0.1 1 12 20 1 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 1 K SEASFVGALFEGEAK S 3 1540.7409 1541.7509 1.0100 -1.0034 4.32 3.802 0.398 0 1 34 56 2 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 1 R DASFTGETSFR N 2 1216.5360 1216.5359 -0.0002 0 -0.13 3.239 0.482 0 1 17 20 2 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 1 K NLSLIRDEYSLDATTK A 3 1837.9421 1837.9392 -0.0029 0 -1.57 3.325 0.335 0 1 26 60 2 1 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 1 K SEASFVGALFEGEAK S 2 1540.7409 1540.7397 -0.0012 0 -0.78 4.183 0.565 0 1 25 28 2 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 0.9993 K SEASFVGALFEGEAK S 3 1540.7409 1540.7482 0.0072 0 4.70 2.613 0.188 0.2 1 25 56 2 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 1 R TDFDHFDFSDHHSYLER N 4 2166.9031 2166.9077 0.0045 0 2.09 2.464 0.325 0.3 1 33 96 2 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 1 R TDFDHFDFSDHHSYLER N 4 2166.9031 2166.9052 0.0021 0 0.97 2.458 0.343 0.2 1 34 96 2 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 1 R TDFDHFDFSDHHSYLER N 4 2166.9031 2166.9057 0.0026 0 1.19 2.442 0.351 0.2 1 34 96 2 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 0.9999 R TDFDHFDFSDHHSYLER N 4 2166.9031 2166.9077 0.0045 0 2.09 2.028 0.223 2.1 1 33 96 2 0 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 0.9984 R TVEDDIAFDNAHFRGDADFK L 3 2282.0240 2282.0246 0.0005 0 0.23 2.998 0.197 0.2 1 26 76 2 1 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 0.9760 R TVEDDIAFDNAHFRGDADFK L 4 2282.0240 2282.0256 0.0016 0 0.68 1.885 0.008 2.4 1 34 114 2 1 1
Q5UWS9_HALMA 1 Hypothetical protein rrnB0067 rrnB0067 768 15.1 7 13 0.9940 R YADFSETTFDGR L 2 1407.5943 1409.4054 1.8111 -2.0067 -138.94 2.365 0.206 0.1 1 19 22 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R GVADDVVTVAIDAADTPK L 2 1755.8890 1755.8926 0.0035 0 2.01 4.359 0.487 0 1 23 34 2 0 1



Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R GVADDVVTVAIDAADTPK L 2 1755.8890 1755.8906 0.0016 0 0.90 3.528 0.352 0 1 22 34 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R GVADDVVTVAIDAADTPK L 3 1755.8890 1755.8860 -0.0030 0 -1.72 4.144 0.31 0 1 36 68 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 0.9911 R GVADDVVTVAIDAADTPKLDPQTR Y 3 2466.2602 2466.2645 0.0043 0 1.75 2.963 0.143 0.6 1 29 92 2 1 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 0.9259 R GVADDVVTVAIDAADTPKLDPQTR Y 3 2466.2602 2466.2618 0.0016 0 0.64 3.138 0.035 0.7 1 29 92 2 1 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R LGVDLFAATGGR N 2 1175.6298 1175.6319 0.0021 0 1.79 4.179 0.435 0 1 21 22 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R LGVDLFAATGGR N 2 1175.6298 1175.6254 -0.0044 0 -3.72 2.966 0.387 0 1 18 22 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R NINADVSEIVQTVGR V 2 1613.8373 1613.8405 0.0032 0 2.00 3.805 0.47 0 1 23 28 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R NINADVSEIVQTVGR V 2 1613.8373 1613.8413 0.0040 0 2.45 4.099 0.521 0 1 24 28 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R NINADVSEIVQTVGR V 3 1613.8373 1613.8385 0.0011 0 0.71 3.951 0.37 0 1 30 56 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R NINADVSEIVQTVGR V 2 1613.8373 1613.8454 0.0081 0 5.03 3.924 0.527 0 1 24 28 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R RLEQATEGTDEPGTTAAVTDELGSDTDGDDGQSGASDAVAR T 3 4064.7802 4065.8014 1.0212 -1.0034 4.39 8.511 0.578 0 1 53 160 2 0 1
Q5UX86_HALMA 1 Hypothetical protein rrnAC3438 rrnAC3438 606 15.2 5 13 1 R RLEQATEGTDEPGTTAAVTDELGSDTDGDDGQSGASDAVAR T 3 4064.7802 4064.8181 0.0379 0 9.33 7.764 0.632 0 1 47 160 2 0 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 0.9954 K MINKVPLVLTLK R 3 1383.8574 1383.8526 -0.0048 0 -3.49 2.335 0.199 0.2 2 22 44 2 1 1 M[147]INKVPLVLTLK
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 1 R LPFVVSLYQY - 2 1227.6539 1227.6554 0.0014 0 1.18 2.668 0.291 0 1 14 18 2 0 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 0.9999 R LPFVVSLYQY - 2 1227.6539 1227.6560 0.0021 0 1.67 2.491 0.305 0 1 14 18 2 0 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 0.9999 R LPFVVSLYQY - 2 1227.6539 1227.6534 -0.0005 0 -0.41 2.368 0.308 0 1 12 18 2 0 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 0.9887 R LPFVVSLYQY - 1 1227.6539 1227.6595 0.0055 0 4.52 1.701 0.291 0.2 10 11 18 2 0 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 1 K MINKVPLVLTLK R 2 1367.8574 1367.8593 0.0019 0 1.41 3.542 0.346 0 1 17 22 2 1 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 1 K MINKVPLVLTLK R 3 1367.8574 1367.8581 0.0006 0 0.46 4.134 0.333 0 2 28 44 2 1 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 1 K MINKVPLVLTLK R 3 1367.8574 1367.8624 0.0050 0 3.67 4.014 0.43 0 2 25 44 2 1 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 1 K MINKVPLVLTLK R 3 1367.8574 1367.8574 0.0000 0 -0.01 4.319 0.369 0 3 26 44 2 1 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 1 K MINKVPLVLTLK R 3 1367.8574 1367.8597 0.0023 0 1.67 4.095 0.354 0 2 29 44 2 1 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 0.9995 K VPLVLTLK R 2 881.5950 881.5967 0.0016 0 1.85 2.119 0.226 0.1 1 13 14 2 0 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 0.9993 K VPLVLTLK R 2 881.5950 881.6054 0.0104 0 11.82 2.163 0.202 0.1 1 11 14 2 0 1
Q5UZ09_HALMA 1 Hypothetical protein rrnAC2729 rrnAC2729 124 17.7 3 13 0.9977 K VPLVLTLK R 2 881.5950 881.5854 -0.0096 0 -10.86 2.108 0.202 0.2 7 10 14 2 0 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 0.9999 R RFHEETLPDIR E 3 1411.7208 1411.7238 0.0030 0 2.11 3.264 0.203 0.1 3 24 40 2 0 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 0.9999 R RFHEETLPDIR E 3 1411.7208 1411.7251 0.0043 0 3.02 3.095 0.213 0.2 1 24 40 2 0 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 0.9962 R RFHEETLPDIRENIVDAGK G 3 2238.1393 2238.1417 0.0024 0 1.05 2.606 0.193 0.2 1 26 72 2 1 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 1 R TYPVIYPWGEPATQALESTFAR D 2 2496.2325 2498.2454 2.0129 -2.0067 2.49 4.377 0.507 0 1 26 42 2 0 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 1 R TYPVIYPWGEPATQALESTFAR D 3 2496.2325 2497.2382 1.0056 -1.0034 0.92 4.895 0.575 0 1 31 84 2 0 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 1 R TYPVIYPWGEPATQALESTFAR D 2 2496.2325 2497.2454 1.0129 -1.0034 3.84 3.772 0.553 0 1 25 42 2 0 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 1 R TYPVIYPWGEPATQALESTFAR D 2 2496.2325 2498.2454 2.0129 -2.0067 2.49 4.429 0.494 0 1 27 42 2 0 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 0.9641 K VNGSVSYDLIAEALGER D 3 1791.9003 1792.8891 0.9887 -1.0034 -8.16 2.567 0.084 0.7 1 31 64 2 0 1
Q5V133_HALMA 1 DSBA-like thioredoxin domain rrnAC1892 rrnAC1892 218 27.5 6 13 1 K VNGSVSYDLIAEALGERDG - 2 1963.9487 1963.9555 0.0068 0 3.47 4.246 0.537 0 1 23 36 2 1 1
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 3 2335.3024 2335.3024 0.0000 0 -0.01 5.09 0.582 0 1 41 84 2 0 1 LVTLLALLGLAPVAYYM[147]QGTGR
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 0.9932 R LVTLLALLGLAPVAY Y 2 1525.9483 1525.9504 0.0021 0 1.37 2.385 0.35 0 1 14 28 1 0 1
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 2 2319.3024 2319.3038 0.0014 0 0.60 3.442 0.462 0 1 20 42 2 0 1
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 3 2319.3024 2319.3087 0.0063 0 2.70 4.615 0.533 0 1 42 84 2 0 1
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 3 2319.3024 2319.3039 0.0015 0 0.64 4.385 0.48 0 1 39 84 2 0 1
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 3 2335.3024 2335.3093 0.0069 0 2.96 4.767 0.49 0 1 39 84 2 0 1 LVTLLALLGLAPVAYYM[147]QGTGR
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 2 2319.3024 2319.3016 -0.0008 0 -0.35 4.452 0.49 0 1 25 42 2 0 1
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 3 2335.3024 2335.3013 -0.0011 0 -0.49 5.105 0.549 0 1 40 84 2 0 1 LVTLLALLGLAPVAYYM[147]QGTGR
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 3 2319.3024 2319.3048 0.0024 0 1.04 4.887 0.559 0 1 40 84 2 0 1
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 3 2335.3024 2335.3039 0.0014 0 0.61 4.396 0.486 0 1 38 84 2 0 1 LVTLLALLGLAPVAYYM[147]QGTGR
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 3 2319.3024 2319.3057 0.0033 0 1.43 5.118 0.578 0 1 42 84 2 0 1
Q5V300_HALMA 1 Hypothetical protein rrnAC1151 rrnAC1151 58 37.9 3 13 1 R LVTLLALLGLAPVAYYMQGTGR T 2 2319.3024 2319.3131 0.0107 0 4.60 4.592 0.5 0 1 25 42 2 0 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R RTDGGHEEVDVGSLSAGDEVVVR S 4 2382.1411 2382.1401 -0.0010 0 -0.44 3.907 0.384 0 1 43 132 2 0 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R ATDHDAIAAAAASYPTGTMK L 2 1961.9153 1961.9129 -0.0024 0 -1.22 4.789 0.45 0 1 21 38 2 0 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R ATDHDAIAAAAASYPTGTMK L 3 1961.9153 1961.9150 -0.0003 0 -0.17 3.559 0.384 0 1 29 76 2 0 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 0.9885 R ATDHDAIAAAAASYPTGTMK L 3 1961.9153 1961.9188 0.0035 0 1.79 2.702 0.093 1.2 2 22 76 2 0 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R DRDVVVITGDRPEAAVPFER H 3 2240.1549 2240.1560 0.0011 0 0.49 3.504 0.407 0 1 28 76 2 1 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R DVLVAGDRLRPHWESVVSTLAR D 4 2475.3346 2475.3376 0.0030 0 1.20 3.494 0.355 0 1 40 126 2 1 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R LRPHWESVVSTLAR D 3 1649.9002 1649.9029 0.0027 0 1.63 3.719 0.29 0 1 25 52 2 0 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 0.9993 R RALDRLTEFTTQR A 3 1605.8587 1605.4582 -0.4006 0 -249.43 2.675 0.23 0.1 1 25 48 2 1 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R TDGGHEEVDVGSLSAGDEVVVR S 2 2226.0400 2228.0277 1.9877 -2.0067 -8.55 4.759 0.271 0 1 25 42 2 0 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R VGPDAESTVDRLTNLLWEVQSTR G 3 2585.3085 2585.3129 0.0044 0 1.71 6.774 0.462 0 1 38 88 2 1 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R VGPDAESTVDRLTNLLWEVQSTR G 3 2585.3085 2585.3164 0.0079 0 3.06 6.55 0.523 0 1 38 88 2 1 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R VGPDAESTVDRLTNLLWEVQSTR G 3 2585.3085 2585.3102 0.0017 0 0.65 6.295 0.493 0 1 37 88 2 1 1
Q5V302_HALMA 1 Cation transporting ATPase ctpB rrnAC1149 793 15.3 8 13 1 R VGPDAESTVDRLTNLLWEVQSTR G 3 2585.3085 2585.3161 0.0075 0 2.92 6.612 0.504 0 1 40 88 2 1 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 - MQGGISTAESAAHEQTGGDSSLSPETK S 3 2675.1980 2675.2022 0.0041 0 1.55 5.468 0.49 0 1 43 104 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 R ASAADLEISEVPIDVR Y 2 1683.8679 1683.8727 0.0047 0 2.81 3.477 0.487 0 1 21 30 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 K GGAVQTIFDYAAGSDYK A 2 1761.8210 1761.8236 0.0026 0 1.45 5.781 0.52 0 1 24 32 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 K GGAVQTIFDYAAGSDYK A 3 1761.8210 1761.8270 0.0060 0 3.42 4.588 0.384 0 1 34 64 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 K GGAVQTIFDYAAGSDYK A 2 1761.8210 1761.8254 0.0044 0 2.49 3.857 0.526 0 1 19 32 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 0.9999 K GGAVQTIFDYAAGSDYK A 3 1761.8210 1761.8232 0.0022 0 1.24 2.988 0.259 0.1 1 30 64 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 K ISITTDGIGVESEMIDR A 2 1834.8982 1834.9029 0.0047 0 2.56 3.943 0.543 0 1 22 32 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 R LSNTLVAIPAYNEEIGIGSTVLSVQK I 3 2715.4694 2715.4643 -0.0051 0 -1.88 3.272 0.445 0 1 27 100 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 - MQGGISTAESAAHEQTGGDSSLSPETK S 3 2675.1980 2675.2009 0.0029 0 1.07 5.267 0.467 0 1 45 104 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 - MQGGISTAESAAHEQTGGDSSLSPETK S 3 2691.1980 2691.1970 -0.0010 0 -0.39 3.293 0.319 0 1 31 104 2 0 1 M[147]QGGISTAESAAHEQTGGDSSLSPETK
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 K NVLVVDDGSSDATADIAR E 2 1816.8803 1816.8766 -0.0038 0 -2.07 5.647 0.606 0 1 28 34 2 0 1
Q5V3B8_HALMA 1 Dolichyl-phosphate beta-D-mannosyltransferase dpm1 rrnAC1019 324 37.3 6 13 1 K NVLVVDDGSSDATADIAR E 2 1816.8803 1816.8862 0.0059 0 3.24 5.283 0.628 0 1 28 34 2 0 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 0.9889 R LLWQGVR E 2 870.5075 870.5073 -0.0002 0 -0.26 1.96 0.115 0.4 4 10 12 2 0 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 R EAGYHVLAVVGAGHR E 3 1534.8004 1534.8023 0.0018 0 1.20 3.211 0.36 0 1 28 56 2 0 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 R EAGYHVLAVVGAGHR E 3 1534.8004 1534.8030 0.0026 0 1.68 3.616 0.275 0 1 28 56 2 0 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 R LGLGVALVDR D 2 1011.6077 1012.5054 0.8977 -1.0034 -104.41 3.306 0.322 0 1 15 18 2 0 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 R LGLGVALVDRDIQTTVQR F 3 1953.1007 1953.1049 0.0042 0 2.13 3.855 0.447 0 1 27 68 2 1 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 R LGLGVALVDRDIQTTVQR F 3 1953.1007 1953.1056 0.0049 0 2.50 4.875 0.496 0 1 36 68 2 1 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 R LGLGVALVDRDIQTTVQR F 3 1953.1007 1953.1032 0.0025 0 1.28 5.121 0.485 0 1 37 68 2 1 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 R LGLGVALVDRDIQTTVQR F 3 1953.1007 1953.1021 0.0014 0 0.72 3.821 0.414 0 1 31 68 2 1 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 K LTDTDVVSAMMEEFR Q 2 1742.7855 1742.7903 0.0047 0 2.72 4.463 0.46 0 1 24 28 2 0 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 K LTDTDVVSAMMEEFR Q 3 1742.7855 1742.7843 -0.0013 0 -0.72 4.279 0.419 0 1 35 56 2 0 1
Q5V4T2_HALMA 1 Putative plasmid transfer protein traB rrnAC0436 534 13.9 6 13 1 K LTDTDVVSAMMEEFR Q 2 1742.7855 1742.7877 0.0022 0 1.25 5.844 0.465 0 1 23 28 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 1 K AVPLILTGLAVYLPLK A 3 1680.0589 1680.0611 0.0022 0 1.31 3.14 0.339 0 1 27 60 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 1 R AGFEPGYGFTAIPIALLGR N 2 1949.0411 1949.0438 0.0027 0 1.37 5.561 0.593 0 1 26 36 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 1 R AGFEPGYGFTAIPIALLGR N 2 1949.0411 1949.0453 0.0041 0 2.12 5.424 0.573 0 1 27 36 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 1 R AGFEPGYGFTAIPIALLGR N 2 1949.0411 1949.0467 0.0056 0 2.87 5.231 0.63 0 1 26 36 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 1 R AGFEPGYGFTAIPIALLGR N 2 1949.0411 1949.0460 0.0049 0 2.50 5.373 0.634 0 1 26 36 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 0.9998 R AGFEPGYGFTAIPIALLGR N 3 1949.0411 1949.0449 0.0038 0 1.93 3.708 0.208 0 5 25 72 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 1 K AVPLILTGLAVYLPLK A 3 1680.0589 1680.0591 0.0002 0 0.11 4.361 0.432 0 1 37 60 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 0.9980 K AVPLILTGLAVYLPLK A 2 1680.0589 1680.0603 0.0014 0 0.81 2.384 0.174 0.4 1 17 30 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 0.9877 K AVPLILTGLAVYLPLK A 2 1680.0589 1680.0598 0.0009 0 0.51 2.394 0.107 1.1 4 14 30 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 0.9999 - MNVAVTVDAR E 2 1074.5492 1074.5497 0.0004 0 0.40 2.745 0.238 0.1 1 17 18 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 0.9998 - MNVAVTVDAR E 2 1074.5492 1074.5454 -0.0038 0 -3.51 2.443 0.251 0.1 1 16 18 2 0 1
Q5V698_HALMA 1 Sugar ABC transporter permease protein rbsC-1 pNG7253 366 12.3 3 13 0.9883 - MNVAVTVDAR E 2 1074.5492 1074.4923 -0.0569 0 -52.99 2.044 0.095 0.5 1 15 18 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 1 R VNDELDEEMRAAWDAVR T 3 2017.9163 2017.9151 -0.0013 0 -0.63 3.508 0.38 0 1 29 64 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 1 R AADHLDIDPNIVER L 2 1576.7845 1576.7854 0.0009 0 0.59 3.448 0.45 0 1 15 26 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 1 R LNHPQNVHEVTVPIER D 3 1880.9857 1880.9862 0.0005 0 0.27 4.465 0.457 0 1 27 60 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 1 R LNHPQNVHEVTVPIER D 3 1880.9857 1881.9982 1.0124 -1.0034 4.84 3.423 0.404 0 1 21 60 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 1 R LNHPQNVHEVTVPIER D 3 1880.9857 1880.9879 0.0022 0 1.14 4.733 0.451 0 1 26 60 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 0.9976 R LNHPQNVHEVTVPIER D 2 1880.9857 1880.9881 0.0024 0 1.28 2.46 0.151 0.1 1 15 30 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 0.9723 R LNHPQNVHEVTVPIER D 4 1880.9857 1880.9871 0.0014 0 0.75 1.833 0.147 2.5 105 28 90 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 1 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 4 3220.5901 3220.5871 -0.0030 0 -0.94 4.497 0.385 0 1 40 162 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 1 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 4 3220.5901 3221.6109 1.0208 -1.0034 5.41 4.735 0.388 0 1 40 162 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 1 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 4 3220.5901 3220.5922 0.0021 0 0.65 4.638 0.377 0 4 38 162 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3) gudB pNG7157 431 16 5 13 0.9939 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 3 3220.5901 3221.5882 0.9980 -1.0034 -1.65 3.159 0.255 0.1 29 23 108 2 1 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 0.9998 K NFENASQLTVKPAYRR Q 3 1892.9857 1892.9851 -0.0006 0 -0.31 2.751 0.235 0.4 2 21 60 2 0 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 0.9996 R AVGVGMVAAAGTDLLLQSAEEADDGPAATGGDSE - 4 3144.4405 3144.4426 0.0021 0 0.65 3.623 0.232 0.4 13 36 198 2 0 1



Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 0.9906 R AVGVGMVAAAGTDLLLQSAEEADDGPAATGGDSE - 4 3144.4405 3145.4289 0.9884 -1.0034 -4.76 3.476 0.183 0.4 27 34 198 2 0 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 0.9720 R AVGVGMVAAAGTDLLLQSAEEADDGPAATGGDSE - 4 3144.4405 3145.4538 1.0133 -1.0034 3.16 3.382 0.038 0.7 2 39 198 2 0 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 0.9274 R AVGVGMVAAAGTDLLLQSAEEADDGPAATGGDSE - 4 3144.4405 3144.4550 0.0145 0 4.61 2.686 0.042 5.3 33 38 198 2 0 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 1 K NFENASQLTVKPAYR R 2 1736.8846 1736.8871 0.0024 0 1.40 4.384 0.439 0 1 23 28 2 0 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 1 K NFENASQLTVKPAYR R 2 1736.8846 1736.8857 0.0011 0 0.63 4.731 0.456 0 1 23 28 2 0 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 1 K NFENASQLTVKPAYR R 2 1736.8846 1736.8846 0.0000 0 0.00 4.618 0.384 0 1 22 28 2 0 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 0.9952 K NFENASQLTVKPAYR R 3 1736.8846 1736.8874 0.0027 0 1.57 2.084 0.166 0.4 1 25 56 2 0 1
Q5V6J2_HALMA 1 Hypothetical protein pNG7152 pNG7152 103 48.5 3 13 0.9827 K NFENASQLTVKPAYR R 3 1736.8846 1736.8842 -0.0004 0 -0.22 2.114 0.105 0.3 1 26 56 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 K TTTTAAEALAQQLIGAANDDVQTYAVNQKEEKER V 5 3676.8180 3676.8240 0.0059 0 1.62 3.844 0.355 0.1 1 60 264 2 2 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 K QLATSIVTEAFELVHER T 3 1942.0160 1942.0175 0.0015 0 0.75 2.842 0.384 0 2 21 64 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 K QLATSIVTEAFELVHER T 3 1942.0160 1942.0204 0.0044 0 2.26 3.946 0.487 0 1 25 64 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 K QLATSIVTEAFELVHER T 3 1942.0160 1943.8412 1.8252 -2.0067 -93.47 3.575 0.313 0 1 27 64 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 0.9997 K SEISIVER L 2 931.4974 931.4979 0.0005 0 0.51 2.415 0.227 0.2 3 12 14 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 R TDENPIQVLVSAVENSAPR E 3 2038.0331 2038.0384 0.0052 0 2.57 4.459 0.463 0 1 35 72 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 R TDENPIQVLVSAVENSAPR E 3 2038.0331 2038.0389 0.0058 0 2.83 4.952 0.476 0 1 37 72 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 K TTTTAAEALAQQLIGAANDDVQTYAVNQK E 3 3005.4941 3006.5182 1.0240 -1.0034 6.89 4.454 0.297 0 1 28 112 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 K TTTTAAEALAQQLIGAANDDVQTYAVNQK E 4 3005.4941 3005.4946 0.0005 0 0.15 5.521 0.455 0 1 48 168 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 K TTTTAAEALAQQLIGAANDDVQTYAVNQKEEK E 4 3391.6743 3391.6789 0.0046 0 1.35 3.82 0.311 0 1 44 186 2 1 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 0.9960 K TTTTAAEALAQQLIGAANDDVQTYAVNQKEEK E 4 3391.6743 3391.6850 0.0107 0 3.15 3.495 0.108 0.2 3 39 186 2 1 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 1 R YITVTPIAHTMGR H 2 1458.7653 1459.7654 1.0001 -1.0034 -2.21 3.213 0.408 0 1 18 24 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7) rps7p rrnAC2423 206 44.2 7 13 0.9846 R YITVTPIAHTMGR H 2 1458.7653 1458.7654 0.0001 0 0.09 2.16 0.178 0.4 34 12 24 2 0 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 0.9791 R AVTSPNDVIAGLRDDDTLVHPMR A 4 2491.2489 2491.2548 0.0059 0 2.37 2.764 0.062 0.3 5 38 132 2 1 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 0.9970 R AVTSPNDVIAGLRDDDTLVHPMR A 5 2491.2489 2491.2513 0.0024 0 0.96 3.149 0.075 0.6 2 42 176 2 1 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 0.9889 R AVTSPNDVIAGLRDDDTLVHPMR A 4 2491.2489 2491.2524 0.0035 0 1.39 2.239 0.12 0.9 9 38 132 2 1 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 0.9999 R AVVQATSVVTR A 2 1129.6455 1129.6474 0.0019 0 1.69 2.955 0.209 0 1 17 20 2 0 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 0.9992 R AVVQATSVVTR A 2 1129.6455 1129.6445 -0.0010 0 -0.90 3.195 0.091 0.1 2 16 20 2 0 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 0.9995 K GIIISGSHYTFGK G 2 1378.7245 1378.7254 0.0009 0 0.67 2.557 0.213 0 1 16 24 2 0 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 1 R GLVVGVTELYAAVDR A 2 1560.8511 1560.8547 0.0036 0 2.30 4.037 0.5 0 1 24 28 2 0 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 1 R GLVVGVTELYAAVDR A 2 1560.8511 1560.8454 -0.0057 0 -3.64 3.928 0.543 0 1 24 28 2 0 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 1 R GLVVGVTELYAAVDRAVVQATSVVTR A 3 2672.4861 2672.4940 0.0079 0 2.96 5.648 0.528 0 1 36 100 2 1 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 1 R VPDIDSLYNPAVFYGSR G 2 1911.9367 1912.9454 1.0087 -1.0034 2.81 4.834 0.554 0 1 22 32 2 0 1
Q5UX07_HALMA 1 NADH-ubiquinone\plastoquinone rrnAC3529 rrnAC3529 593 13.3 7 12 1 R VPDIDSLYNPAVFYGSR G 2 1911.9367 1911.9389 0.0022 0 1.16 5.565 0.552 0 1 26 32 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 0.9916 K AVLDWLARPK R 2 1167.6764 1167.6801 0.0037 0 3.19 2.481 0.076 1.2 5 14 18 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 0.9629 R ASTESFVSRLPVSDGRR V 3 1862.9599 1862.9589 -0.0010 0 -0.53 2.665 0.128 2.4 10 21 64 2 1 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 0.9890 K AVLDWLAR P 2 942.5287 942.5254 -0.0033 0 -3.48 2.571 0.215 0 1 13 14 1 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 0.9978 K AVLDWLARPK R 2 1167.6764 1167.6854 0.0090 0 7.73 2.458 0.173 0.4 10 12 18 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 0.9973 K AVLDWLARPK R 2 1167.6764 1167.6854 0.0090 0 7.73 2.34 0.158 0.5 4 14 18 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 0.9945 K AVLDWLARPK R 2 1167.6764 1167.6783 0.0019 0 1.62 2.524 0.102 0.9 7 14 18 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 1 R THSGAALIQTLEGGEPGDEVTVTGYADGSR E 3 2987.4108 2987.4237 0.0129 0 4.32 6.277 0.548 0 1 47 116 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 1 R THSGAALIQTLEGGEPGDEVTVTGYADGSR E 3 2987.4108 2987.4149 0.0041 0 1.38 7.866 0.538 0 1 50 116 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 1 R THSGAALIQTLEGGEPGDEVTVTGYADGSR E 3 2987.4108 2987.4197 0.0089 0 2.97 7.218 0.568 0 1 53 116 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 1 R THSGAALIQTLEGGEPGDEVTVTGYADGSR E 3 2987.4108 2988.4282 1.0173 -1.0034 4.69 6.909 0.546 0 1 50 116 2 0 1
Q5UXX7_HALMA 1 M50 metallopeptidase rrnAC3170 rrnAC3170 588 9.7 4 12 0.9937 R THSGAALIQTLEGGEPGDEVTVTGYADGSR E 3 2987.4108 2987.4151 0.0043 0 1.44 3.894 0.039 1.1 1 35 116 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 1 R MNKVWSPLENALIEAFNGDSSAEDALTTAAEEIR S 3 3691.7675 3691.7660 -0.0015 0 -0.41 8.215 0.67 0 1 48 132 2 1 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 1 R MNKVWSPLENALIEAFNGDSSAEDALTTAAEEIR S 3 3707.7675 3709.7782 2.0106 -2.0067 1.06 4.851 0.399 0 1 35 132 2 1 1 M[147]NKVWSPLENALIEAFNGDSSAEDALTTAAEEIR
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 1 R NFVEWFATNEDHATR L 2 1835.8227 1835.8288 0.0061 0 3.33 4.96 0.545 0 1 22 28 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 0.9980 R NFVEWFATNEDHATR L 3 1835.8227 1835.8247 0.0020 0 1.09 2.305 0.191 0.1 2 25 56 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 0.9933 K TTSAIPAGQGPEVFEWAHDWVGDYYQR E 3 3079.4100 3079.4126 0.0026 0 0.84 1.822 0.203 0.4 1 28 104 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 1 K VWSPLENALIEAFNGDSSAEDALTTAAEEIR S 4 3318.5892 3318.6010 0.0118 0 3.55 5.504 0.449 0 1 55 180 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 1 K VWSPLENALIEAFNGDSSAEDALTTAAEEIR S 3 3318.5892 3318.5945 0.0053 0 1.59 3.971 0.282 0 1 35 120 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 1 K VWSPLENALIEAFNGDSSAEDALTTAAEEIR S 3 3318.5892 3318.5890 -0.0002 0 -0.06 4.29 0.359 0 2 26 120 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 1 K VWSPLENALIEAFNGDSSAEDALTTAAEEIR S 4 3318.5892 3318.5866 -0.0026 0 -0.79 5.429 0.448 0 1 45 180 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 1 K VWSPLENALIEAFNGDSSAEDALTTAAEEIR S 3 3318.5892 3318.6051 0.0159 0 4.79 6.055 0.523 0 1 43 120 2 0 1
Q5UZY4_HALMA 1 Maltose ABC transporter maltose-binding protein malE1 rrnAC2349 426 17.8 4 12 0.9638 K VWSPLENALIEAFNGDSSAEDALTTAAEEIR S 4 3318.5892 3319.6109 1.0217 -1.0034 5.52 3.04 0.115 3.5 19 34 180 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 0.9974 K LDFAAPGR G 2 845.4395 845.4454 0.0059 0 7.01 1.935 0.181 2.7 1 13 14 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 1 R GQTLSSDSLTGQFGTVTER V 2 1982.9545 1982.9579 0.0033 0 1.68 6.099 0.52 0 1 24 36 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 1 R GQTLSSDSLTGQFGTVTER V 2 1982.9545 1982.9602 0.0057 0 2.85 4.974 0.594 0 1 26 36 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 1 R GQTLSSDSLTGQFGTVTER V 2 1982.9545 1982.9564 0.0019 0 0.94 4.947 0.529 0 1 25 36 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 1 R GQTLSSDSLTGQFGTVTER V 2 1982.9545 1983.9654 1.0109 -1.0034 3.82 6.112 0.534 0 1 25 36 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 1 R KLDFAAPGR G 2 973.5345 973.5331 -0.0014 0 -1.45 3.033 0.26 0 1 13 16 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 1 R KLDFAAPGR G 2 973.5345 973.5331 -0.0015 0 -1.51 2.873 0.303 0 1 14 16 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 1 R KLDFAAPGR G 2 973.5345 973.5347 0.0002 0 0.18 2.999 0.284 0 1 15 16 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 1 K LEDGGFNPYYQAR S 2 1528.6946 1528.7054 0.0108 0 7.08 3.396 0.279 0 1 16 24 2 0 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 0.9995 R SDGEVKLEDGGFNPYYQAR S 3 2143.9810 2143.9826 0.0016 0 0.75 3.566 0.201 0.1 1 30 72 2 1 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 0.9988 R SDGEVKLEDGGFNPYYQAR S 3 2143.9810 2143.9852 0.0042 0 1.94 3.59 0.164 0.2 1 30 72 2 1 1
Q5V1B1_HALMA 1 Hypothetical protein rrnAC1802 rrnAC1802 198 23.7 5 12 0.9984 R SDGEVKLEDGGFNPYYQAR S 3 2143.9810 2143.9806 -0.0004 0 -0.19 4.135 0.118 0.3 1 27 72 2 1 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 1 R VEQVDKGTVIQSVLDEVPVPTV - 2 2350.2631 2350.2647 0.0016 0 0.69 5.138 0.445 0 1 29 42 2 1 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 1 K GHVLLEDVPGTGK T 2 1320.7037 1320.7051 0.0013 0 1.01 3.289 0.441 0 1 20 24 2 0 2 Q5UY73_HALMA 
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 1 K GHVLLEDVPGTGK T 2 1320.7037 1320.7043 0.0006 0 0.45 3.359 0.404 0 1 21 24 2 0 2 Q5UY73_HALMA 
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 1 R IQFTPDLLPADITGTHIFNEESR S 3 2613.3075 2613.3116 0.0041 0 1.56 3.646 0.276 0 1 30 88 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 0.9947 R IQFTPDLLPADITGTHIFNEESR S 3 2613.3075 2614.2982 0.9906 -1.0034 -4.86 3.238 0.131 0 1 31 88 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 0.9932 R IQFTPDLLPADITGTHIFNEESR S 3 2613.3075 2613.3279 0.0204 0 7.80 2.958 0.091 0 1 31 88 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 1 R SVPETVTVDDDLLQYMADLVR A 3 2378.1675 2378.1725 0.0050 0 2.10 4.596 0.521 0 1 32 80 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 1 R SVPETVTVDDDLLQYMADLVR A 2 2378.1675 2378.1734 0.0059 0 2.49 4.997 0.62 0 1 26 40 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 1 R SVPETVTVDDDLLQYMADLVR A 3 2378.1675 2378.1698 0.0022 0 0.94 4.391 0.433 0 1 30 80 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 1 R SVPETVTVDDDLLQYMADLVR A 3 2378.1675 2378.1731 0.0055 0 2.33 4.542 0.51 0 1 33 80 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein moxR2 rrnAC1698 315 34 6 12 0.9972 R TTQSPTVEPVLDAESVKELR S 3 2198.1430 2198.1536 0.0106 0 4.83 2.448 0.243 0.3 3 20 76 2 1 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 0.9999 K DIDPLESREPDRGAWIGEGDGEVDYQ - 3 2917.3002 2917.3295 0.0293 0 10.03 3.784 0.279 0.1 1 33 100 2 2 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 1 K DEFAYDKEQLK N 2 1384.6510 1384.6565 0.0054 0 3.93 3.47 0.338 0 1 17 20 2 1 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 1 K HALDGETFTVEYPDVAPEVSPR F 3 2428.1546 2428.1594 0.0048 0 1.96 4.714 0.548 0 1 39 84 2 0 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 1 K HALDGETFTVEYPDVAPEVSPR F 3 2428.1546 2428.1550 0.0004 0 0.15 4.667 0.545 0 1 38 84 2 0 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 1 K HALDGETFTVEYPDVAPEVSPR F 3 2428.1546 2428.1546 0.0000 0 0.00 4.882 0.495 0 1 33 84 2 0 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 1 K HALDGETFTVEYPDVAPEVSPR F 3 2428.1546 2428.1610 0.0064 0 2.64 5.04 0.567 0 1 40 84 2 0 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 1 K HALDGETFTVEYPDVAPEVSPR F 2 2428.1546 2428.1656 0.0110 0 4.53 6.792 0.648 0 1 29 42 2 0 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 1 K HALDGETFTVEYPDVAPEVSPR F 2 2428.1546 2428.1578 0.0032 0 1.31 6.759 0.649 0 1 30 42 2 0 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 1 K HALDGETFTVEYPDVAPEVSPR F 2 2428.1546 2428.1632 0.0086 0 3.52 6.645 0.644 0 1 29 42 2 0 1
Q5V275_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolD rrnAC1451 153 42.5 5 12 0.9999 K HALDGETFTVEYPDVAPEVSPR F 3 2428.1546 2428.1568 0.0022 0 0.90 3.237 0.253 0.1 1 27 84 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K AFRPVQITVEPGTTVR W 3 1769.9788 1769.9806 0.0017 0 0.98 4.142 0.267 0.1 1 31 60 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K AFRPVQITVEPGTTVR W 2 1769.9788 1769.9800 0.0011 0 0.64 3.762 0.346 0 1 22 30 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K AFRPVQITVEPGTTVR W 3 1769.9788 1769.9815 0.0026 0 1.49 3.375 0.268 0 1 28 60 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K AFRPVQITVEPGTTVR W 2 1769.9788 1769.9804 0.0016 0 0.91 3.52 0.346 0 1 22 30 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K AFRPVQITVEPGTTVR W 2 1769.9788 1769.9823 0.0035 0 1.95 4.128 0.396 0 1 22 30 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K AFRPVQITVEPGTTVR W 2 1769.9788 1769.9835 0.0047 0 2.64 4.047 0.373 0 1 21 30 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K AFRPVQITVEPGTTVR W 3 1769.9788 1769.9816 0.0028 0 1.60 3.744 0.296 0.1 1 31 60 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 0.9999 K AFRPVQITVEPGTTVR W 3 1769.9788 1769.9778 -0.0010 0 -0.58 3.342 0.221 0.2 4 29 60 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 0.9995 K AFRPVQITVEPGTTVR W 2 1769.9788 1769.9803 0.0015 0 0.85 3.092 0.153 0.1 1 20 30 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K QGHSVTAYEDDIPDEADYFASGGFDTEQAAR D 3 3361.4283 3361.4291 0.0008 0 0.23 6.949 0.597 0 1 39 120 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K QGHSVTAYEDDIPDEADYFASGGFDTEQAAR D 3 3361.4283 3362.4190 0.9906 -1.0034 -3.78 6.813 0.6 0 1 44 120 2 0 1
Q5V295_HALMA 1 Cytochrome-like protein fbr2 rrnAC1430 147 32 2 12 1 K QGHSVTAYEDDIPDEADYFASGGFDTEQAAR D 3 3361.4283 3361.4405 0.0121 0 3.61 6.698 0.597 0 1 44 120 2 0 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 1 R LFANQNQLGPDTYADLTEGIDIDGETVR A 2 3064.4625 3065.4254 0.9629 -1.0034 -13.19 4.345 0.561 0 1 22 54 2 0 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 1 R AAATGELYRPTVSGDR E 3 1662.8325 1662.8340 0.0015 0 0.89 2.697 0.365 0 1 24 60 2 0 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 0.9997 R AAATGELYRPTVSGDREAGIDR G 4 2304.1458 2304.1447 -0.0011 0 -0.48 2.008 0.356 0.1 66 30 126 2 1 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 0.9536 R AAATGELYRPTVSGDREAGIDR G 3 2304.1458 2304.1441 -0.0018 0 -0.76 3.116 0.1 0.5 12 23 84 2 1 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 0.9319 R AAATGELYRPTVSGDREAGIDR G 3 2304.1458 2304.1479 0.0021 0 0.91 2.805 0.089 1.7 5 24 84 2 1 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 0.9980 R EDYLTDGAIRYEFHDFPIPVDEDASWQAASAAR A 3 3754.7176 3756.7846 2.0669 -2.0067 16.04 4.746 0.145 0.2 1 33 128 2 1 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 1 R GVQGTPAVYVNNERVEWSEVSYEPVR A 3 2963.4413 2963.4468 0.0055 0 1.85 3.869 0.563 0 1 37 100 2 1 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 1 R GVQGTPAVYVNNERVEWSEVSYEPVR A 3 2963.4413 2963.4459 0.0046 0 1.54 3.821 0.557 0 1 36 100 2 1 1



Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 1 R YEFHDFPIPVDEDASWQAASAAR A 3 2621.1823 2622.2847 1.1024 -1.0034 37.78 4.374 0.387 0 1 31 88 2 0 1
Q5V3R5_HALMA 1 Hypothetical protein rrnAC0856 rrnAC0856 222 49.1 6 12 1 R YEFHDFPIPVDEDASWQAASAAR A 3 2621.1823 2622.2948 1.1124 -1.0034 41.62 4.126 0.324 0.1 1 26 88 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R TTLGELDTTMTAVEGYAELLMDR A 3 2529.1978 2529.2049 0.0070 0 2.78 5.097 0.473 0 1 37 88 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 0.9957 R GPIASLMR R 2 843.4636 844.4654 1.0018 -1.0034 -1.81 2.172 0.219 0 2 10 14 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R HHWIDANVATFSR V 3 1552.7535 1552.7482 -0.0054 0 -3.45 3.58 0.298 0 1 25 48 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R HHWIDANVATFSR V 3 1552.7535 1552.7561 0.0026 0 1.68 3.642 0.298 0 1 24 48 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R HHWIDANVATFSR V 3 1552.7535 1552.7556 0.0021 0 1.32 3.499 0.332 0 1 25 48 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R HHWIDANVATFSR V 3 1552.7535 1552.7482 -0.0054 0 -3.45 2.741 0.284 0.2 2 21 48 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 0.9997 R HHWIDANVATFSR V 3 1552.7535 1552.7482 -0.0054 0 -3.45 2.798 0.209 0.1 2 23 48 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R TTLGELDTTMTAVEGYAELLMDR A 3 2529.1978 2529.2014 0.0036 0 1.40 5.044 0.478 0 1 36 88 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R TTLGELDTTMTAVEGYAELLMDR A 3 2529.1978 2529.2056 0.0078 0 3.07 4.89 0.481 0 1 35 88 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R TTLGELDTTMTAVEGYAELLMDR A 2 2529.1978 2529.2052 0.0074 0 2.91 5.466 0.652 0 1 27 44 2 0 1
Q5V3W4_HALMA 1 Hypothetical protein rrnAC0801 rrnAC0801 356 18.8 4 12 1 R TTLGELDTTMTAVEGYAELLMDR A 3 2529.1978 2529.2021 0.0043 0 1.69 5.672 0.474 0 1 36 88 2 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 0.9873 M PLDEDKYPAETGR R 3 1489.7049 1489.7060 0.0010 0 0.69 3.501 0.241 0 1 30 48 2 1 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 1 D AAGEGGGTTPFVAVENTSGPAPR G 2 2142.0341 2142.0321 -0.0020 0 -0.96 4.503 0.634 0 1 26 44 1 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 0.9294 K GVVGSAALSGVGVGGAAAVDATTDAAGEGGGTTPFVAVENT G 3 4125.0250 4127.0482 2.0231 -2.0067 3.99 2.912 0.098 1.4 21 26 184 2 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 1 K MANGEGEYGDLPGNVQSFISEATDQGFIAWLNK C 3 3557.6409 3557.6548 0.0139 0 3.90 4.982 0.506 0 1 32 128 2 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 1 K MANGEGEYGDLPGNVQSFISEATDQGFIAWLNK C 3 3557.6409 3557.6489 0.0080 0 2.26 4.207 0.294 0 1 29 128 2 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 0.9835 K MANGEGEYGDLPGNVQSFISEATDQGFIAWLNK C 3 3557.6409 3559.6282 1.9872 -2.0067 -5.47 3.288 0.174 0.6 135 22 128 2 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 1 K NGAPVQIIR S 2 966.5610 966.5605 -0.0005 0 -0.52 2.208 0.488 0 3 12 16 2 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 1 D PGVGKPASVVWR T 3 1251.7088 1251.7093 0.0005 0 0.39 4.471 0.438 0 1 27 44 1 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 1 D PGVGKPASVVWR T 3 1251.7088 1251.7123 0.0035 0 2.80 4.49 0.436 0 1 28 44 1 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 1 D PGVGKPASVVWR T 3 1251.7088 1251.7113 0.0025 0 2.00 4.586 0.48 0 1 29 44 1 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 1 D PGVGKPASVVWR T 3 1251.7088 1251.7097 0.0009 0 0.68 4.025 0.552 0 1 27 44 1 0 1
Q5V426_HALMA 1 Rieske [2Fe-2S] domain protein rrnAC0733 rrnAC0733 288 39.6 6 12 0.9997 D PGVGKPASVVWR T 2 1251.7088 1251.7082 -0.0006 0 -0.48 3.121 0.391 0 1 15 22 1 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 1 R IAEAGPEATPSADGGTATTGR D 2 1928.9075 1928.9105 0.0030 0 1.54 3.593 0.478 0 1 21 40 2 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 1 R IAEAGPEATPSADGGTATTGR D 2 1928.9075 1929.9082 1.0007 -1.0034 -1.40 3.972 0.513 0 1 22 40 2 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 1 R IAEAGPEATPSADGGTATTGR D 2 1928.9075 1928.9089 0.0014 0 0.72 4.514 0.387 0 1 22 40 2 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 0.9922 R IAEAGPEATPSADGGTATTGR D 2 1928.9075 1928.9087 0.0011 0 0.59 1.813 0.252 0.1 7 13 40 2 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 1 D PDGTVETQTNRPGTGTEGAVSDGGTGQR S 3 2744.2597 2744.2608 0.0010 0 0.38 4.708 0.413 0 1 30 108 1 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 1 D PDGTVETQTNRPGTGTEGAVSDGGTGQR S 3 2744.2597 2744.2611 0.0014 0 0.51 5.223 0.53 0 1 32 108 1 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 0.9993 D PDGTVETQTNRPGTGTEGAVSDGGTGQR S 3 2744.2597 2744.2609 0.0012 0 0.45 2.893 0.412 0 5 24 108 1 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 0.9887 D PDGTVETQTNRPGTGTEGAVSDGGTGQR S 3 2744.2597 2745.2783 1.0186 -1.0034 5.54 3.042 0.345 0 5 24 108 1 0 1
Q5V5C4_HALMA 1 Hypothetical protein rrnAC0219 rrnAC0219 364 26.6 5 12 0.9960 M TSLTDVYEGEVGR V 2 1424.6783 1424.6787 0.0004 0 0.25 2.731 0.313 0 1 19 24 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 R GAWGEMVWDYSQLPLDR H 2 2021.9305 2021.9375 0.0070 0 3.44 4.128 0.519 0 1 23 32 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 K AVTGVVSPVHHTIGLDGIAR L 4 1998.1010 1998.1038 0.0028 0 1.40 3.082 0.341 0 1 44 114 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 K AVTGVVSPVHHTIGLDGIAR L 4 1998.1010 1998.1044 0.0034 0 1.71 3.604 0.337 0 1 42 114 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 K AVTGVVSPVHHTIGLDGIAR L 4 1998.1010 1998.0997 -0.0013 0 -0.67 3.075 0.302 0.4 6 31 114 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 K AVTGVVSPVHHTIGLDGIAR L 4 1998.1010 1998.1041 0.0030 0 1.53 2.784 0.261 0.1 1 40 114 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 R GAWGEMVWDYSQLPLDR H 3 2021.9305 2022.9382 1.0076 -1.0034 2.13 4.422 0.435 0 1 34 64 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 0.9936 K LSAESDLLIDATGQFPISR R 3 2032.0477 2033.4682 1.4204 -1.0034 205.26 2.434 0.222 1.8 11 23 72 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 R LTGFGMVHAAQSGQAAVR S 3 1799.9101 1799.9130 0.0029 0 1.59 4.776 0.458 0 1 35 68 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 R VSIVGGGFAGLAAAQLAEEVTSDVHLYDK G 3 2916.4869 2916.5004 0.0135 0 4.62 5.553 0.625 0 1 39 112 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 1 R VSIVGGGFAGLAAAQLAEEVTSDVHLYDK G 3 2916.4869 2916.5053 0.0184 0 6.31 6.012 0.587 0 1 39 112 2 0 1
Q5V6H4_HALMA 1 Hypothetical protein pNG7172 pNG7172 356 31.2 7 12 0.9991 R VSIVGGGFAGLAAAQLAEEVTSDVHLYDKGTYSGDRR G 5 3808.9020 3809.9160 1.0140 -1.0034 2.79 3.979 0.265 0.2 7 50 288 2 1 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 0.9999 M TAGAILTGAYTGDK Q 2 1337.6827 1337.6854 0.0027 0 2.04 3.579 0.456 0 1 20 26 1 0 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 K QSPLSDTTNLASAVTNTDLYDHINAMR A 3 2947.3981 2948.4082 1.0100 -1.0034 2.27 4.152 0.536 0 1 31 104 2 0 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 K QSPLSDTTNLASAVTNTDLYDHINAMR A 3 2947.3981 2948.4082 1.0100 -1.0034 2.27 5.068 0.573 0 1 33 104 2 0 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 K QSPLSDTTNLASAVTNTDLYDHINAMR A 3 2963.3981 2964.3982 1.0000 -1.0034 -1.11 4.245 0.433 0 1 29 104 2 0 1 QSPLSDTTNLASAVTNTDLYDHINAM[147]R
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 K QSPLSDTTNLASAVTNTDLYDHINAMR A 3 2947.3981 2947.4148 0.0167 0 5.66 5.291 0.529 0 1 34 104 2 0 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 K QSPLSDTTNLASAVTNTDLYDHINAMR A 3 2963.3981 2965.3882 1.9900 -2.0067 -5.62 4.727 0.492 0 1 34 104 2 0 1 QSPLSDTTNLASAVTNTDLYDHINAM[147]R
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 K QSPLSDTTNLASAVTNTDLYDHINAMR A 3 2947.3981 2948.4082 1.0100 -1.0034 2.27 5.045 0.535 0 1 36 104 2 0 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 K QSPLSDTTNLASAVTNTDLYDHINAMR A 3 2963.3981 2963.3957 -0.0024 0 -0.81 4.241 0.521 0 1 30 104 2 0 1 QSPLSDTTNLASAVTNTDLYDHINAM[147]R
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 K QSPLSDTTNLASAVTNTDLYDHINAMR A 4 2947.3981 2947.4011 0.0029 0 1.00 4.393 0.306 0 1 39 156 2 0 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 M TAGAILTGAYTGDK Q 2 1337.6827 1337.6856 0.0029 0 2.18 3.764 0.477 0 1 20 26 1 0 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 1 M TAGAILTGAYTGDK Q 2 1337.6827 1337.6842 0.0015 0 1.09 3.754 0.472 0 1 20 26 1 0 1
Q5V6H7_HALMA 1 Na+\H+ antiporter nhaC4 pNG7169 488 8.4 2 12 0.9999 M TAGAILTGAYTGDK Q 2 1337.6827 1337.6826 -0.0001 0 -0.10 3.521 0.416 0 1 20 26 1 0 1
RL5_HALMAReview 1 50S ribosomal protein L5P (Hmal5) (Hl13) rpl5p rrnAC1598 177 27.1 3 12 1 K VVVHMGIGHGGR D 3 1217.6451 1217.6469 0.0018 0 1.49 2.834 0.42 0 1 22 44 2 0 1
RL5_HALMAReview 1 50S ribosomal protein L5P (Hmal5) (Hl13) rpl5p rrnAC1598 177 27.1 3 12 1 R DLANAEDILGEITGQMPVR T 2 2041.0150 2041.0232 0.0081 0 3.99 4.607 0.498 0 1 24 36 2 0 1
RL5_HALMAReview 1 50S ribosomal protein L5P (Hmal5) (Hl13) rpl5p rrnAC1598 177 27.1 3 12 1 R DLANAEDILGEITGQMPVR T 2 2041.0150 2041.0195 0.0045 0 2.20 4.46 0.466 0 1 24 36 2 0 1
RL5_HALMAReview 1 50S ribosomal protein L5P (Hmal5) (Hl13) rpl5p rrnAC1598 177 27.1 3 12 1 R DLANAEDILGEITGQMPVR T 3 2041.0150 2041.0182 0.0032 0 1.56 5.017 0.387 0 1 35 72 2 0 1
RL5_HALMAReview 1 50S ribosomal protein L5P (Hmal5) (Hl13) rpl5p rrnAC1598 177 27.1 3 12 1 R DLANAEDILGEITGQMPVR T 3 2041.0150 2041.0193 0.0043 0 2.10 6.083 0.406 0 1 40 72 2 0 1
RL5_HALMAReview 1 50S ribosomal protein L5P (Hmal5) (Hl13) rpl5p rrnAC1598 177 27.1 3 12 1 R DLANAEDILGEITGQMPVR T 2 2041.0150 2043.0254 2.0104 -2.0067 1.82 5.207 0.401 0 1 25 36 2 0 1
RL5_HALMAReview 1 50S ribosomal protein L5P (Hmal5) (Hl13) rpl5p rrnAC1598 177 27.1 3 12 1 R DLANAEDILGEITGQMPVR T 2 2041.0150 2041.0195 0.0045 0 2.20 3.762 0.489 0 1 20 36 2 0 1
RL5_HALMAReview 1 50S ribosomal protein L5P (Hmal5) (Hl13) rpl5p rrnAC1598 177 27.1 3 12 0.9909 M SSESESGGDFHEMREPR I 3 1935.8017 1935.8064 0.0046 0 2.39 2.753 0.333 0.1 1 23 64 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 0.9986 K VLELAGIEDIWTR S 3 1513.8140 1514.8282 1.0141 -1.0034 7.13 3.243 0.2 0.1 23 18 48 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 0.9999 K AGSVEVELQPAPR G 2 1351.7096 1351.7103 0.0007 0 0.50 3.405 0.242 0 2 16 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 1 R DGLIGYAEGRDDQVGGAIQK A 3 2061.0127 2061.0181 0.0054 0 2.60 4.281 0.326 0 1 36 76 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 1 R DGLIGYAEGRDDQVGGAIQK A 2 2061.0127 2061.0143 0.0015 0 0.74 4.646 0.378 0 1 23 38 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 1 R DGLIGYAEGRDDQVGGAIQK A 3 2061.0127 2061.0060 -0.0067 0 -3.26 5.081 0.404 0 1 40 76 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 0.9995 R GLGLAGGETVR K 2 1028.5614 1028.5654 0.0040 0 3.91 2.302 0.252 0.1 2 14 20 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 1 R KVLELAGIEDIWTR S 3 1641.9090 1641.9138 0.0048 0 2.93 4.285 0.259 0 1 28 52 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 1 R KVLELAGIEDIWTR S 3 1641.9090 1641.9109 0.0019 0 1.15 3.869 0.27 0 1 28 52 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 0.9994 K LNIIDVSR G 2 928.5342 928.5348 0.0005 0 0.58 2.397 0.16 0.1 1 13 14 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 0.9993 K LNIIDVSR G 2 928.5342 928.5362 0.0019 0 2.09 2.333 0.172 0.2 1 13 14 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5) rps5p rrnAC1592 212 42.5 7 12 0.9867 K LNIIDVSR G 2 928.5342 928.5364 0.0022 0 2.36 1.958 0.083 0.6 1 12 14 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 K LASTPSWEEFSQIAK I 2 1692.8359 1692.8381 0.0022 0 1.29 3.286 0.551 0 1 19 28 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 K LASTPSWEEFSQIAK I 2 1692.8359 1692.8399 0.0040 0 2.37 3.931 0.54 0 1 19 28 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 K LASTPSWEEFSQIAK I 2 1692.8359 1692.8405 0.0046 0 2.73 3.07 0.539 0 1 19 28 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 K LASTPSWEEFSQIAK I 2 1692.8359 1692.8377 0.0018 0 1.07 3.579 0.569 0 1 19 28 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 - MDVPYDLTSYIR V 2 1471.7017 1471.7026 0.0009 0 0.60 3.406 0.446 0 1 20 22 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 - MDVPYDLTSYIR V 2 1487.7017 1487.7029 0.0011 0 0.76 3.327 0.413 0 1 18 22 2 0 1 M[147]DVPYDLTSYIR

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 - MDVPYDLTSYIR V 2 1471.7017 1471.7021 0.0004 0 0.27 4.051 0.294 0 1 20 22 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 - MDVPYDLTSYIR V 2 1471.7017 1471.7027 0.0010 0 0.69 3.349 0.432 0 1 20 22 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 - MDVPYDLTSYIR V 2 1487.7017 1487.7048 0.0031 0 2.07 3.116 0.358 0 2 17 22 2 0 1 M[147]DVPYDLTSYIR

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 - MDVPYDLTSYIR V 2 1471.7017 1471.7044 0.0027 0 1.85 3.604 0.547 0 1 20 22 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 - MDVPYDLTSYIR V 2 1471.7017 1471.7031 0.0014 0 0.93 3.339 0.503 0 1 20 22 2 0 1

SECE_HALMAReview 1 Preprotein translocase subunit secE (Protein transport protein SEC61gamma
subunit homolog) secE rrnAC0700 59 45.8 3 12 1 - MDVPYDLTSYIR V 2 1471.7017 1471.7031 0.0014 0 0.93 3.775 0.263 0.1 1 20 22 2 0 1

Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 0.9707 R DALEGGTFTTVLGDITLR E 2 1877.9734 1879.4054 1.4320 -1.0034 228.26 2.623 0.171 0.1 22 12 34 2 0 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R DALEGGTFTTVLGDITLR E 2 1877.9734 1878.8854 0.9120 -1.0034 -48.63 4.872 0.538 0 1 23 34 2 0 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R DALEGGTFTTVLGDITLR E 2 1877.9734 1879.4054 1.4320 -1.0034 228.26 4.383 0.388 0 1 19 34 2 0 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R DALEGGTFTTVLGDITLR E 2 1877.9734 1878.9054 0.9320 -1.0034 -37.98 3.552 0.421 0 1 17 34 2 0 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R DALEGGTFTTVLGDITLR E 2 1877.9734 1878.8854 0.9120 -1.0034 -48.63 3.668 0.351 0 1 16 34 2 0 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R DALEGGTFTTVLGDITLR E 2 1877.9734 1878.8854 0.9120 -1.0034 -48.63 3.469 0.435 0 1 16 34 2 0 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R DALEGGTFTTVLGDITLR E 2 1877.9734 1879.4054 1.4320 -1.0034 228.26 4.726 0.413 0 1 21 34 2 0 1



Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 0.9994 R DALEGGTFTTVLGDITLR E 2 1877.9734 1878.8654 0.8920 -1.0034 -59.28 2.798 0.277 0 1 14 34 2 0 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R YDPSLETGDNQAFVEAYSSENDRQPGNFAR V 3 3376.4868 3376.4892 0.0023 0 0.69 3.755 0.454 0 1 33 116 2 1 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R YDPSLETGDNQAFVEAYSSENDRQPGNFAR V 3 3376.4868 3376.4906 0.0038 0 1.12 3.457 0.531 0 1 34 116 2 1 1
Q5UWE7_HALMA 1 Hypothetical protein rrnB0228 rrnB0228 415 11.6 2 11 1 R YDPSLETGDNQAFVEAYSSENDRQPGNFAR V 3 3376.4868 3376.4818 -0.0050 0 -1.48 3.985 0.425 0 1 35 116 2 1 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 0.9201 K GHGVGGDNELGAQVMQENATEVLDELDGR I 3 3009.3734 3009.4594 0.0859 0 28.56 2.732 0.043 4.1 21 23 112 2 0 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 0.9997 K ALLTSMSLPNAVK A 2 1343.7482 1343.7506 0.0024 0 1.76 2.547 0.239 0.2 1 16 24 2 0 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 0.9998 R GGDFPLGSDKIASLIVLSGVER S 3 2229.2005 2229.1992 -0.0013 0 -0.60 3.46 0.305 0 17 24 84 2 1 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 1 K IASLIVLSGVER S 2 1255.7500 1255.7530 0.0030 0 2.39 3.43 0.406 0 1 20 22 2 0 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 1 R IYEKPVYVLGILPGRDEGGLYQANAGR S 3 2947.5556 2947.5714 0.0157 0 5.34 3.707 0.458 0 1 37 104 2 1 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 1 R IYEKPVYVLGILPGRDEGGLYQANAGR S 3 2947.5556 2948.5582 1.0025 -1.0034 -0.27 4.203 0.513 0 1 35 104 2 1 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 0.9999 R IYEKPVYVLGILPGRDEGGLYQANAGR S 4 2947.5556 2949.5709 2.0153 -2.0067 2.91 3.933 0.271 0 1 43 156 2 1 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 0.9497 R SERVNEFMER A 3 1295.5928 1295.5930 0.0002 0 0.14 2.691 0.116 0.4 98 17 36 2 1 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 1 R VGLLFASGEAVEGVGESVVDSSEIINTLR G 3 2946.5186 2948.5282 2.0095 -2.0067 0.97 5.124 0.454 0 1 36 112 2 0 1
Q5UXI7_HALMA 1 Cell division protein ftsZ4 rrnAC3326 357 39.8 8 11 0.9986 R WVEDQTGSMEVR G 2 1451.6402 1452.6034 0.9631 -1.0034 -27.70 2.665 0.243 0.2 2 12 22 2 0 1 WVEDQTGSM[147]EVR
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 1 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 4 3501.9898 3501.9958 0.0060 0 1.71 6.061 0.515 0 1 59 210 2 0 1
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 1 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 3 3501.9898 3502.9882 0.9983 -1.0034 -1.43 4.237 0.488 0 1 39 140 2 0 1
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 1 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 3 3501.9898 3504.0082 2.0183 -2.0067 3.33 4.744 0.509 0 1 38 140 2 0 1
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 1 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 3 3501.9898 3502.0025 0.0126 0 3.61 4.351 0.509 0 1 37 140 2 0 1
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 1 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 4 3517.9898 3517.9931 0.0033 0 0.93 4.136 0.39 0 1 53 210 2 0 1 LGAM[147]ALPLALLAVPVALAPANPVHGDVPAALVAAYR
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 1 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 4 3501.9898 3501.9980 0.0082 0 2.33 6.02 0.575 0 1 56 210 2 0 1
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 1 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 4 3501.9898 3501.9873 -0.0026 0 -0.73 6.348 0.555 0 1 57 210 2 0 1
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 1 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 4 3501.9898 3502.0024 0.0126 0 3.59 6.316 0.515 0 1 57 210 2 0 1
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 0.9999 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 4 3517.9898 3519.0109 1.0211 -1.0034 5.04 3.462 0.242 0.1 1 47 210 2 0 1 LGAM[147]ALPLALLAVPVALAPANPVHGDVPAALVAAYR
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 0.9999 R LGAMALPLALLAVPVALAPANPVHGDVPAALVAAYR W 5 3501.9898 3503.0050 1.0152 -1.0034 3.38 4.447 0.305 0 1 58 280 2 0 1
Q5UYB2_HALMA 1 Hypothetical protein rrnAC3015 rrnAC3015 236 18.6 2 11 0.9993 - MATDYLER G 2 997.4539 998.4654 1.0115 -1.0034 8.19 2.392 0.258 0.2 1 13 14 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 K ALEQSVSFQQNVNSAVIDSLDTQESAQRR G 3 3219.5756 3219.5846 0.0090 0 2.79 4.618 0.474 0 1 43 112 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 K ALEQSVSFQQNVNSAVIDSLDTQESAQRR G 3 3219.5756 3220.5682 0.9925 -1.0034 -3.36 4.898 0.439 0 1 42 112 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 K ALEQSVSFQQNVNSAVIDSLDTQESAQRR G 3 3219.5756 3219.5813 0.0057 0 1.77 5.052 0.469 0 1 44 112 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 K ALEQSVSFQQNVNSAVIDSLDTQESAQRR G 3 3219.5756 3219.5901 0.0145 0 4.50 5.369 0.509 0 1 40 112 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 R GVELQQTAFHSYLDAMASTMPGMTETVEQIR E 3 3440.6050 3440.6131 0.0080 0 2.34 3.709 0.249 0 1 32 120 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 R GVELQQTAFHSYLDAMASTMPGMTETVEQIR E 4 3440.6050 3442.6109 2.0059 -2.0067 -0.24 4.762 0.333 0 1 43 180 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 0.9994 R GVELQQTAFHSYLDAMASTMPGMTETVEQIR E 3 3440.6050 3440.6131 0.0080 0 2.34 3.563 0.153 0.1 1 33 120 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 R RGVELQQTAFHSYLDAMASTMPGMTETVEQIR E 4 3596.7062 3596.7238 0.0176 0 4.89 3.636 0.297 0 1 42 186 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 M VDYTTPVTTAFEMQR A 2 1757.8294 1757.8248 -0.0046 0 -2.63 3.917 0.451 0 1 20 28 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 1 M VDYTTPVTTAFEMQR A 3 1757.8294 1757.8297 0.0002 0 0.14 3.259 0.426 0 1 22 56 2 0 1
Q5UYM2_HALMA 1 Hypothetical protein rrnAC2884 rrnAC2884 185 40.5 4 11 0.9997 M VDYTTPVTTAFEMQR A 2 1773.8294 1773.8288 -0.0006 0 -0.33 3.227 0.415 0 1 18 28 2 0 1 VDYTTPVTTAFEM[147]QR
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 0.9997 R DGGLDEVVAELYDRFPILDDKR T 4 2534.2653 2535.2717 1.0064 -1.0034 1.18 3.396 0.229 0.4 1 36 126 2 1 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 1 R DGGLDEVVAELYDRFPILDDKR T 3 2534.2653 2534.2686 0.0033 0 1.31 5.41 0.475 0 1 36 84 2 1 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 1 R DGGLDEVVAELYDRFPILDDKR T 3 2534.2653 2534.2655 0.0002 0 0.08 5.53 0.494 0 1 37 84 2 1 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 1 R DGGLDEVVAELYDRFPILDDKR T 3 2534.2653 2534.2754 0.0101 0 3.98 5.572 0.469 0 1 39 84 2 1 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 1 R DGGLDEVVAELYDRFPILDDKR T 3 2534.2653 2534.2745 0.0092 0 3.62 5.226 0.459 0 1 39 84 2 1 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 1 R DGGLDEVVAELYDRFPILDDKR T 4 2534.2653 2534.2695 0.0042 0 1.64 2.997 0.369 0 1 40 126 2 1 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 0.9999 R DGGLDEVVAELYDRFPILDDKR T 4 2534.2653 2534.2683 0.0029 0 1.16 2.955 0.219 0.1 1 44 126 2 1 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 1 K EVFDDVETVNDLGTSILMVEQNAR E 3 2693.2854 2693.2917 0.0063 0 2.33 5.739 0.416 0 1 40 92 2 0 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 0.9989 K EVFDDVETVNDLGTSILMVEQNAR E 3 2709.2854 2710.2082 0.9227 -1.0034 -29.75 3.551 0.173 0.1 1 25 92 2 0 1 EVFDDVETVNDLGTSILM[147]VEQNAR
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 1 K TVFGMLEPWTGSVR L 2 1578.7864 1578.7888 0.0024 0 1.50 3.433 0.443 0 1 18 26 2 0 1
Q5UZN2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-6 rrnAC2464 240 25 3 11 1 K TVFGMLEPWTGSVR L 2 1578.7864 1578.7936 0.0071 0 4.52 3.481 0.373 0 1 18 26 2 0 1
Q5V0N0_HALMA 1 Phytoene synthase (EC 2.5.1.32) (EC 2.5.1.21) crtB rrnAC2069 323 31 6 11 0.9627 R DVREDIHDYGR V 3 1373.6324 1373.6309 -0.0015 0 -1.10 2.042 0.141 1 2 18 40 2 1 1
Q5V0N0_HALMA 1 Phytoene synthase (EC 2.5.1.32) (EC 2.5.1.21) crtB rrnAC2069 323 31 6 11 0.9997 R DVREDIHDYGR V 2 1373.6324 1373.6347 0.0023 0 1.69 2.274 0.399 0 1 13 20 2 1 1
Q5V0N0_HALMA 1 Phytoene synthase (EC 2.5.1.32) (EC 2.5.1.21) crtB rrnAC2069 323 31 6 11 0.9947 R DVREDIHDYGR V 2 1373.6324 1373.6327 0.0002 0 0.17 2.104 0.265 0 1 12 20 2 1 1
Q5V0N0_HALMA 1 Phytoene synthase (EC 2.5.1.32) (EC 2.5.1.21) crtB rrnAC2069 323 31 6 11 1 K EEALPHATALAEAFQLSNFLR D 3 2327.1910 2327.1917 0.0007 0 0.30 3.96 0.402 0 1 31 80 2 0 1
Q5V0N0_HALMA 1 Phytoene synthase (EC 2.5.1.32) (EC 2.5.1.21) crtB rrnAC2069 323 31 6 11 1 R GPGETPTDTHSHGQPTWR G 4 1959.8823 1959.8834 0.0010 0 0.53 2.953 0.31 0.1 1 38 102 2 0 1
Q5V0N0_HALMA 1 Phytoene synthase (EC 2.5.1.32) (EC 2.5.1.21) crtB rrnAC2069 323 31 6 11 1 R GPGETPTDTHSHGQPTWR G 4 1959.8823 1959.8814 -0.0009 0 -0.46 2.952 0.235 0.2 1 35 102 2 0 1
Q5V0N0_HALMA 1 Phytoene synthase (EC 2.5.1.32) (EC 2.5.1.21) crtB rrnAC2069 323 31 6 11 0.9985 R RLWLLAR T 2 926.5814 926.5854 0.0040 0 4.34 2.7 0.037 0.4 1 11 12 2 0 1
Q5V0N0_HALMA 1 Phytoene synthase (EC 2.5.1.32) (EC 2.5.1.21) crtB rrnAC2069 323 31 6 11 1 R VADEVVDQTDGPPPTVQHEQLEVIR E 3 2770.3773 2770.3782 0.0009 0 0.31 6.599 0.513 0 1 40 96 2 0 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9986 R HRGEQLTVSREEVANGGTYLGAQATENGFADR I 5 3432.6406 3434.6636 2.0230 -2.0067 4.75 2.99 0.163 1.1 1 54 248 2 2 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9998 K DSLREDIEVLQR S 2 1471.7630 1471.7676 0.0045 0 3.08 3.387 0.275 0 2 16 22 2 1 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9997 K DSLREDIEVLQR S 2 1471.7630 1471.7684 0.0054 0 3.66 3.244 0.264 0.1 1 16 22 2 1 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9997 K DSLREDIEVLQR S 2 1471.7630 1471.7652 0.0022 0 1.50 3.171 0.279 0.1 1 16 22 2 1 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9820 K DSLREDIEVLQR S 3 1471.7630 1471.7782 0.0151 0 10.29 4.179 0.023 0.7 13 26 44 2 1 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9350 K DSLREDIEVLQR S 3 1471.7630 1471.7649 0.0019 0 1.28 3.733 0.005 1.5 24 25 44 2 1 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9998 R HRGEQLTVSREEVANGGTYLGAQATENGFADR I 5 3432.6406 3432.6373 -0.0034 0 -0.98 3.137 0.2 0.4 1 54 248 2 2 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9993 R HRGEQLTVSREEVANGGTYLGAQATENGFADR I 4 3432.6406 3433.6376 0.9970 -1.0034 -1.84 3.138 0.195 0.2 1 39 186 2 2 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 1 R IGDTGLAIER A 2 1043.5611 1043.5621 0.0010 0 0.94 3.458 0.33 0 1 17 18 2 0 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 1 R IGDTGLAIER A 2 1043.5611 1043.5630 0.0018 0 1.76 3.361 0.248 0 1 17 18 2 0 1
Q5V0P9_HALMA 1 Protease IV-like (EC 3.4.21.-) sppA rrnAC2047 319 19.4 4 11 0.9999 R SFVGTVMR H 2 895.4585 895.4610 0.0024 0 2.73 2.176 0.337 0 2 11 14 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 1 K YSSLASFITVR E 2 1242.6608 1242.6664 0.0055 0 4.45 2.542 0.426 0 1 15 20 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 0.9995 R HVVLPQGLR Y 2 1017.6083 1017.6054 -0.0029 0 -2.83 2.223 0.222 0 1 11 16 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 0.9984 R HVVLPQGLR Y 2 1017.6083 1017.6081 -0.0003 0 -0.25 2.084 0.205 0 2 12 16 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 0.9982 R HVVLPQGLR Y 2 1017.6083 1017.6091 0.0008 0 0.77 2.141 0.213 0 5 11 16 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 0.9942 R HVVLPQGLR Y 2 1017.6083 1017.6101 0.0018 0 1.73 2.204 0.091 0.1 1 12 16 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 1 R SALNSVPEGQLTAAR S 2 1512.7896 1513.7854 0.9958 -1.0034 -4.97 3.494 0.459 0 1 19 28 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 0.9999 R SALNSVPEGQLTAAR S 2 1512.7896 1513.7854 0.9958 -1.0034 -4.97 3.209 0.344 0 1 16 28 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 1 R SLALGYTELFR G 2 1268.6765 1268.6805 0.0040 0 3.15 3.553 0.409 0 1 17 20 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 1 R SLALGYTELFR G 2 1268.6765 1268.6792 0.0026 0 2.09 3.208 0.389 0 1 18 20 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 1 R WTNDFLLDGALIER N 2 1661.8413 1661.8454 0.0041 0 2.48 3.843 0.418 0 1 24 26 2 0 1
Q5V1F6_HALMA 1 Amino acid ABC transporter permease protein yckA-2 rrnAC1745 326 18.4 5 11 1 R WTNDFLLDGALIER N 3 1661.8413 1662.8482 1.0068 -1.0034 2.10 4.385 0.348 0 1 26 52 2 0 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 0.9457 R GTESMFDDWLGSMTR W 3 1731.7232 1731.7282 0.0049 0 2.86 2.228 0.113 0.6 82 17 56 2 0 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 1 R GDTLVADGTVAEQSYR G 2 1680.7955 1680.7970 0.0014 0 0.86 5.13 0.569 0 1 24 30 2 0 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 0.9998 R GITGDTYVVGTR T 2 1237.6302 1238.6407 1.0105 -1.0034 5.77 2.646 0.334 0 1 17 22 2 0 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 1 R GTESMFDDWLGSMTR W 2 1731.7232 1731.7246 0.0014 0 0.78 3.612 0.563 0 1 21 28 2 0 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 0.9914 R VVDHRFDVQLYR G 3 1545.8052 1545.8075 0.0022 0 1.44 1.998 0.202 1.6 1 21 44 2 1 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 1 R YAVLAPAATAALLPLVIYATTVVR S 3 2456.4406 2456.4446 0.0040 0 1.62 5.832 0.588 0 1 46 92 2 0 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 1 R YAVLAPAATAALLPLVIYATTVVR S 3 2456.4406 2456.4446 0.0040 0 1.62 5.444 0.552 0 1 40 92 2 0 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 1 R YAVLAPAATAALLPLVIYATTVVR S 3 2456.4406 2456.4492 0.0086 0 3.48 6.149 0.588 0 1 45 92 2 0 1
Q5V2F3_HALMA 1 Cytochrome c-type biogenesis protein CcmF ccmF rrnAC1370 788 11.2 6 11 1 R YAVLAPAATAALLPLVIYATTVVR S 3 2456.4406 2456.4424 0.0018 0 0.72 4.176 0.528 0 1 32 92 2 0 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 1 R AWLSAGREELFSPASR T 3 1775.8955 1775.8998 0.0043 0 2.41 4.974 0.366 0 1 36 60 2 1 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 1 R AWLSAGREELFSPASR T 3 1775.8955 1775.8991 0.0035 0 2.00 4.345 0.33 0 1 35 60 2 1 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 1 R AWLSAGREELFSPASR T 2 1775.8955 1775.9023 0.0068 0 3.83 4.852 0.424 0 1 18 30 2 1 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 1 R AWLSAGREELFSPASR T 3 1775.8955 1775.8998 0.0043 0 2.41 4.675 0.377 0 1 37 60 2 1 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 1 R AWLSAGREELFSPASR T 3 1775.8955 1775.8989 0.0034 0 1.89 4.463 0.337 0 1 35 60 2 1 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 1 R FSDFYLLTEGEDGELVADGYPTEFERGEGR S 3 3397.5262 3397.5401 0.0138 0 4.07 5.569 0.502 0 1 40 116 2 1 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 1 R GSPPETVDQSTAYR E 2 1506.6950 1506.6963 0.0012 0 0.82 3.216 0.423 0 1 21 26 2 0 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 1 R GSPPETVDQSTAYR E 2 1506.6950 1506.6987 0.0037 0 2.44 3.345 0.362 0 1 22 26 2 0 1
Q5V3A5_HALMA 1 Hypothetical protein rrnAC1032 rrnAC1032 337 24.9 6 11 0.9416 R WALPADER F 2 956.4716 957.4854 1.0138 -1.0034 10.95 2.294 0.103 1.3 17 11 14 2 0 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 0.9997 R HRGFDLDGSVLATR S 3 1542.7903 1542.7915 0.0012 0 0.78 3.325 0.21 0.2 1 25 52 2 1 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 0.9509 R DIEPFGDLDFDRPPKR A 3 1915.9428 1916.9482 1.0053 -1.0034 1.04 2.273 0.191 1.6 183 18 60 2 0 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 1 R DLATVGADTASSSSLLGGVAR V 2 1946.9909 1947.0094 0.0184 0 9.48 4.161 0.448 0 1 24 40 2 0 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 0.9281 R LQTVFVTR S 2 962.5549 962.5454 -0.0095 0 -9.84 2.029 0.088 2.8 96 9 14 2 0 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 1 R SAHADLPGVTGPTPAHTGDAQTANDFEDSASASDTEPR D 3 3792.6735 3793.6882 1.0146 -1.0034 2.98 5.796 0.557 0 1 37 148 2 0 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 1 R SAHADLPGVTGPTPAHTGDAQTANDFEDSASASDTEPR D 4 3792.6735 3792.6721 -0.0015 0 -0.38 3.912 0.226 0.1 1 49 222 2 0 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 1 R THDRDEAAESAAETAGAVSGTATSGR S 3 2517.1327 2517.1349 0.0022 0 0.87 4.233 0.502 0 1 34 100 2 1 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 1 R THDRDEAAESAAETAGAVSGTATSGR S 3 2517.1327 2517.1389 0.0062 0 2.47 3.952 0.497 0 1 36 100 2 1 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 0.9640 R THDRDEAAESAAETAGAVSGTATSGR S 4 2517.1327 2517.1264 -0.0063 0 -2.51 2.113 0.013 6.7 2 41 150 2 1 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 1 R VQNLDVEQNILNRLLGLAIVR F 3 2389.3805 2389.3817 0.0012 0 0.48 3.897 0.407 0 1 35 80 2 1 1
Q5V3H6_HALMA 1 Hypothetical protein rrnAC0955 rrnAC0955 560 25.7 7 11 0.9996 R VQNLDVEQNILNRLLGLAIVR F 4 2389.3805 2390.3708 0.9903 -1.0034 -5.47 3.724 0.213 0.1 1 41 120 2 1 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 0.9999 R ELSEMTVLENVMLAPGGQVGESVIR S 2 2657.3404 2658.3454 1.0050 -1.0034 0.63 3.111 0.34 0 1 18 48 2 0 1



Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 1 R ELSEMTVLENVMLAPGGQVGESVIR S 3 2657.3404 2657.3452 0.0048 0 1.79 4.301 0.279 0 1 29 96 2 0 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 1 R ELSEMTVLENVMLAPGGQVGESVIR S 3 2657.3404 2657.3424 0.0020 0 0.75 4.139 0.337 0 1 33 96 2 0 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 1 R ELSEMTVLENVMLAPGGQVGESVIR S 3 2657.3404 2657.3377 -0.0028 0 -1.04 4.193 0.373 0 1 36 96 2 0 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 1 R ELSEMTVLENVMLAPGGQVGESVIR S 2 2657.3404 2657.3438 0.0034 0 1.29 2.977 0.33 0 2 16 48 2 0 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 0.9928 R QETAVTSDAIESPLLEVTGLRK E 3 2356.2485 2356.2382 -0.0104 0 -4.39 2.105 0.183 1.5 3 21 84 2 0 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 1 R VLMTEPEMILLDEPLAGVNPTLEEK L 2 2780.4227 2780.4298 0.0071 0 2.54 4.496 0.523 0 1 20 48 2 0 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 0.9938 R VLMTEPEMILLDEPLAGVNPTLEEK L 3 2780.4227 2780.4289 0.0061 0 2.21 3.075 0.104 0.5 2 24 96 2 0 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 0.9864 R VLMTEPEMILLDEPLAGVNPTLEEK L 3 2780.4227 2780.4316 0.0089 0 3.19 3.563 0.125 0.1 249 19 96 2 0 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 1 R VLMTEPEMILLDEPLAGVNPTLEEKLLER I 3 3291.7346 3291.7421 0.0075 0 2.27 5.949 0.501 0 1 39 112 2 1 1
Q5V3U2_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-4 rrnAC0827 276 27.5 4 11 0.9945 R VLMTEPEMILLDEPLAGVNPTLEEKLLER I 4 3291.7346 3291.7297 -0.0049 0 -1.50 3.079 0.083 0.8 2 40 168 2 1 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 1 R LNWEQQLPDQVAAVLAGAVR A 2 2177.1593 2177.1690 0.0097 0 4.46 4.335 0.512 0 1 24 38 2 0 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 1 R AGFAVAHGVITYTPEMAR Q 2 1905.9458 1905.8209 -0.1249 0 -65.55 2.756 0.327 0.1 1 16 34 2 0 1 AGFAVAHGVITYTPEM[147]AR
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 0.9030 R AGFAVAHGVITYTPEMAR Q 3 1889.9458 1890.9382 0.9923 -1.0034 -5.82 2.736 0.064 0.4 10 24 68 2 0 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 1 R ELAAVATQLPDDITFR F 2 1758.9152 1758.9266 0.0114 0 6.47 5.296 0.559 0 1 24 30 2 0 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 0.9770 R ILDRNDLAAISENGR T 3 1655.8591 1656.8482 0.9890 -1.0034 -8.64 2.542 0.173 0.5 2 25 56 2 1 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 1 R LNWEQQLPDQVAAVLAGAVR A 3 2177.1593 2177.1617 0.0024 0 1.09 4.825 0.392 0 1 36 76 2 0 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 1 R LNWEQQLPDQVAAVLAGAVR A 3 2177.1593 2177.1641 0.0048 0 2.19 4.979 0.454 0 1 35 76 2 0 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 1 R LNWEQQLPDQVAAVLAGAVR A 3 2177.1593 2177.1610 0.0016 0 0.76 4.698 0.427 0 1 37 76 2 0 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 1 R LNWEQQLPDQVAAVLAGAVR A 3 2177.1593 2177.1637 0.0044 0 2.02 4.515 0.443 0 1 39 76 2 0 1
Q5V4T9_HALMA 1 LPS glycosyltransferase lpg3 rrnAC0429 397 17.4 4 11 1 R LNWEQQLPDQVAAVLAGAVR A 2 2177.1593 2177.1686 0.0092 0 4.24 4.815 0.519 0 1 27 38 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 0.9976 R GELDILDTYPLSTWSYVGGVYAGR A 3 2631.2857 2631.2805 -0.0052 0 -1.99 3.231 0.203 0.2 101 23 92 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 1 R GLVFDQVLYVAVPGR S 3 1631.9035 1631.9046 0.0010 0 0.64 3.446 0.34 0 2 29 56 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 1 R GLVFDQVLYVAVPGR S 3 1631.9035 1631.9042 0.0007 0 0.41 3.586 0.298 0 1 33 56 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 0.9999 R GLVFDQVLYVAVPGR S 2 1631.9035 1631.9067 0.0032 0 1.95 2.315 0.338 0 1 17 28 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 0.9999 R GLVFDQVLYVAVPGR S 2 1631.9035 1631.9092 0.0056 0 3.45 2.471 0.305 0.1 1 14 28 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 0.9998 R GLVFDQVLYVAVPGR S 2 1631.9035 1631.9116 0.0081 0 4.95 3.061 0.202 0 1 18 28 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 1 R GVDSPFLFIR F 2 1149.6182 1149.6212 0.0030 0 2.58 2.742 0.31 0 1 14 18 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 1 - MTEGNWFWTVFVR E 2 1671.7868 1671.7854 -0.0014 0 -0.82 3.83 0.48 0 1 20 24 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 1 - MTEGNWFWTVFVR E 2 1687.7868 1687.7849 -0.0019 0 -1.15 3.505 0.509 0 1 17 24 2 0 1 M[147]TEGNWFWTVFVR
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 1 - MTEGNWFWTVFVR E 3 1671.7868 1671.7793 -0.0076 0 -4.53 2.989 0.328 0.1 28 19 48 2 0 1
Q5V6J6_HALMA 1 Hypothetical protein pNG7148 pNG7148 270 23 4 11 0.9988 - MTEGNWFWTVFVR E 3 1671.7868 1671.7882 0.0013 0 0.81 2.659 0.154 0.3 1 22 48 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 1 R YFDAEDQNTIR I 2 1370.6102 1370.6123 0.0021 0 1.50 3.688 0.489 0 1 18 20 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 1 M SGSDGGGLMSSAGLVR Y 2 1465.6882 1465.6841 -0.0042 0 -2.84 4.077 0.482 0 1 20 30 2 0 1 SGSDGGGLM[147]SSAGLVR

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 1 M SGSDGGGLMSSAGLVR Y 2 1449.6882 1449.6888 0.0006 0 0.41 3.681 0.471 0 1 21 30 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 0.9139 M SGSDGGGLMSSAGLVR Y 2 1449.6882 1450.7237 1.0355 -1.0034 22.18 3.855 0.125 0 1 22 30 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 1 R YFDAEDQNTIR I 2 1370.6102 1370.6112 0.0010 0 0.70 3.553 0.465 0 1 18 20 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 1 R YFDAEDQNTIR I 2 1370.6102 1370.6112 0.0010 0 0.70 3.539 0.487 0 1 18 20 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 1 R YFDAEDQNTIR I 2 1370.6102 1370.6111 0.0008 0 0.61 3.466 0.512 0 1 18 20 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 1 R YFDAEDQNTIR I 2 1370.6102 1370.6120 0.0018 0 1.32 3.676 0.447 0 1 18 20 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 1 R YFDAEDQNTIR I 2 1370.6102 1370.6092 -0.0010 0 -0.73 3.685 0.482 0 1 18 20 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 0.9984 R YFDAEDQNTIR I 2 1370.6102 1372.5905 1.9803 -2.0067 -19.24 2.461 0.253 0.4 1 15 20 2 0 1

SECG_HALMAReview 1 Preprotein translocase secG subunit (Protein transport protein SEC61subunit
beta homolog) secG rrnAC2111 53 50.9 2 11 0.9956 R YFDAEDQNTIR I 2 1370.6102 1372.5891 1.9789 -2.0067 -20.31 2.542 0.183 0.1 1 15 20 2 0 1

Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K VIVEYADDHDISQIVMGSHGR S 3 2340.1168 2340.1232 0.0064 0 2.72 6.076 0.479 0 1 37 80 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K ATAEDLLDDLESEVTEAGVESVER V 2 2576.1977 2576.2066 0.0089 0 3.46 5.159 0.592 0 1 28 46 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K ATAEDLLDDLESEVTEAGVESVER V 3 2576.1977 2576.2062 0.0085 0 3.29 5.922 0.522 0 1 44 92 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K ATAEDLLDDLESEVTEAGVESVER V 3 2576.1977 2576.2100 0.0123 0 4.78 5.789 0.544 0 1 44 92 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K ATAEDLLDDLESEVTEAGVESVER V 3 2576.1977 2576.1994 0.0017 0 0.66 5.928 0.548 0 1 41 92 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K ATAEDLLDDLESEVTEAGVESVER V 2 2576.1977 2576.2037 0.0060 0 2.32 4.778 0.574 0 1 29 46 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K ATAEDLLDDLESEVTEAGVESVER V 2 2576.1977 2576.2037 0.0060 0 2.32 4.832 0.58 0 1 28 46 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K ATAEDLLDDLESEVTEAGVESVER V 3 2576.1977 2576.2033 0.0055 0 2.15 6.303 0.547 0 1 43 92 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K VIVEYADDHDISQIVMGSHGR S 3 2340.1168 2340.1201 0.0033 0 1.39 3.972 0.272 0 7 22 80 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family usp24 rrnAC3395 146 30.8 2 10 1 K VIVEYADDHDISQIVMGSHGR S 4 2340.1168 2340.1198 0.0030 0 1.28 2.866 0.288 0.1 1 42 120 2 0 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 0.9989 R GRNELFDQIDIVR I 3 1573.8212 1573.8228 0.0016 0 0.99 3.398 0.185 0.2 7 24 48 2 1 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 1 R GRNELFDQIDIVR I 3 1573.8212 1573.8250 0.0037 0 2.38 4.333 0.21 0 1 25 48 2 1 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 1 R GRNELFDQIDIVR I 2 1573.8212 1573.8247 0.0035 0 2.20 4.093 0.416 0 1 18 24 2 1 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 1 R GRNELFDQIDIVR I 3 1573.8212 1573.8246 0.0034 0 2.15 4.608 0.268 0 3 26 48 2 1 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 0.9999 R GRNELFDQIDIVR I 3 1573.8212 1573.8228 0.0016 0 0.99 3.803 0.223 0.1 3 26 48 2 1 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 1 R IDFDPADSTAEIGEIAYEELPAVDR Q 2 2735.2814 2735.2854 0.0040 0 1.47 4.208 0.493 0 1 25 48 2 0 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 1 R IDFDPADSTAEIGEIAYEELPAVDR Q 2 2735.2814 2735.2872 0.0058 0 2.11 4.213 0.513 0 1 27 48 2 0 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 1 R IDFDPADSTAEIGEIAYEELPAVDR Q 2 2735.2814 2735.2854 0.0040 0 1.47 4.461 0.54 0 1 27 48 2 0 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 0.9647 R QYDIIVHDGDRYR V 3 1648.7957 1648.7979 0.0021 0 1.30 2.22 0.118 0.2 1 19 48 2 1 1
Q5UXJ8_HALMA 1 Hypothetical protein rrnAC3315 rrnAC3315 285 17.9 3 10 0.9334 R QYDIIVHDGDRYR V 3 1648.7957 1648.7988 0.0031 0 1.86 2.206 0.102 0.1 2 18 48 2 1 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 1 K GQAEQVVTGSSLDWTIFRPSVVFGK G 3 2707.3969 2709.2157 1.8187 -2.0067 -69.43 4.118 0.287 0 1 27 96 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 0.9937 R FVQLSALGADPNGDTHYIR S 3 2073.0279 2073.0335 0.0055 0 2.67 2.614 0.112 1.1 1 27 72 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 0.9937 R FVQLSALGADPNGDTHYIR S 3 2073.0279 2073.0369 0.0090 0 4.35 2.621 0.124 0.2 2 29 72 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 0.9166 K GQAEQVVTGSSLDWTIFRPSVVFGK G 3 2707.3969 2709.2188 1.8218 -2.0067 -68.28 2.921 0.058 0.1 4 23 96 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 1 R IHLGGTENSVQAAEEHGVNR F 4 2117.0250 2117.0256 0.0006 0 0.26 4.264 0.316 0.1 1 36 114 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 1 R IHLGGTENSVQAAEEHGVNR F 3 2117.0250 2117.0262 0.0012 0 0.56 4.745 0.436 0 1 38 76 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 1 R IHLGGTENSVQAAEEHGVNR F 3 2117.0250 2116.9173 -0.1078 0 -50.90 3.833 0.497 0 1 34 76 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 0.9941 K VGLSVLGSVGFPMGADQYR S 3 1951.9826 1952.9793 0.9966 -1.0034 -3.43 2.526 0.172 0.4 1 24 72 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein nolA rrnAC3285 299 32.4 5 10 0.9796 K VGLSVLGSVGFPMGADQYR S 3 1951.9826 1951.9852 0.0026 0 1.31 2.045 0.156 2.5 9 22 72 2 0 1
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 1 R AGTFYPPEVIRQLEDYEYSNIGMGQETMR A 3 3393.5646 3393.5648 0.0002 0 0.06 5.989 0.524 0 1 38 112 2 1 1
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 0.9998 R AGTFYPPEVIR Q 2 1248.6502 1248.6555 0.0053 0 4.22 2.26 0.322 0.1 2 13 20 2 0 1
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 0.9998 R AGTFYPPEVIR Q 2 1248.6502 1248.6533 0.0031 0 2.46 2.523 0.265 0 3 13 20 2 0 1
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 0.9995 R AGTFYPPEVIR Q 2 1248.6502 1248.6540 0.0038 0 3.05 2.341 0.273 0.4 6 11 20 2 0 1
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 1 R QLEDYEYSNIGMGQETMR A 2 2194.9248 2194.9247 -0.0002 0 -0.08 4.799 0.568 0 1 22 34 2 0 1 QLEDYEYSNIGM[147]GQETM[147]R
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 1 R QLEDYEYSNIGMGQETMR A 2 2162.9248 2162.9327 0.0079 0 3.65 5.98 0.569 0 1 27 34 2 0 1
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 1 R QLEDYEYSNIGMGQETMR A 2 2162.9248 2162.9283 0.0035 0 1.62 4.014 0.305 0 1 19 34 2 0 1
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 1 R QLEDYEYSNIGMGQETMR A 2 2194.9248 2194.9100 -0.0148 0 -6.75 5.492 0.568 0 1 26 34 2 0 1 QLEDYEYSNIGM[147]GQETM[147]R
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 0.9994 R QLEDYEYSNIGMGQETMR A 2 2178.9248 2178.9151 -0.0097 0 -4.45 4.56 0.452 0 1 19 34 2 0 1 QLEDYEYSNIGM[147]GQETMR
Q5UY13_HALMA 1 Branched-chain amino acid ABC transporter amino acid-bindingprotein livK-2 rrnAC3132 472 6.1 3 10 0.9969 R QLEDYEYSNIGMGQETMR A 2 2178.9248 2178.9254 0.0006 0 0.29 3.547 0.57 0 1 17 34 2 0 1 QLEDYEYSNIGM[147]GQETMR
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB1 rrnAC2956 332 27.7 6 10 0.9287 D PVIFLEPK L 2 941.5586 942.5654 1.0068 -1.0034 3.69 2.586 0.205 0 1 12 14 1 0 2 Q5UWH0_HALMA 
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB1 rrnAC2956 332 27.7 6 10 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2064.1602 -0.0017 0 -0.85 4.729 0.529 0 1 40 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB1 rrnAC2956 332 27.7 6 10 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2064.1627 0.0008 0 0.40 5.17 0.527 0 1 39 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB1 rrnAC2956 332 27.7 6 10 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2064.1593 -0.0027 0 -1.29 4.647 0.459 0 1 38 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB1 rrnAC2956 332 27.7 6 10 0.9992 K TGGLAGEIIATIQEEVLLYQEAPVTR V 3 2770.4753 2770.4802 0.0049 0 1.75 2.962 0.214 0.3 5 22 100 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB1 rrnAC2956 332 27.7 6 10 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3054 -0.0105 0 -3.90 2.856 0.483 0 1 19 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB1 rrnAC2956 332 27.7 6 10 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3054 -0.0105 0 -3.90 3.215 0.497 0 1 21 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB1 rrnAC2956 332 27.7 6 10 0.9999 R VTGFDVPYPLYALEDYYLPEPAR I 3 2687.3159 2688.3082 0.9922 -1.0034 -4.13 2.934 0.328 0.1 1 28 88 2 0 1
Q5V0R5_HALMA 1 Bacteriorhodopsin xop1 rrnAC2030 250 6.8 2 10 1 K IGFGFILLR S 2 1034.6277 1034.6303 0.0026 0 2.53 2.942 0.236 0 1 14 16 2 0 1
Q5V0R5_HALMA 1 Bacteriorhodopsin xop1 rrnAC2030 250 6.8 2 10 1 K IGFGFILLR S 2 1034.6277 1034.6284 0.0007 0 0.65 3.134 0.257 0 1 14 16 2 0 1
Q5V0R5_HALMA 1 Bacteriorhodopsin xop1 rrnAC2030 250 6.8 2 10 0.9999 K IGFGFILLR S 2 1034.6277 1034.6272 -0.0006 0 -0.53 2.683 0.248 0 1 13 16 2 0 1
Q5V0R5_HALMA 1 Bacteriorhodopsin xop1 rrnAC2030 250 6.8 2 10 0.9999 K IGFGFILLR S 2 1034.6277 1034.6254 -0.0023 0 -2.20 2.809 0.229 0 1 13 16 2 0 1
Q5V0R5_HALMA 1 Bacteriorhodopsin xop1 rrnAC2030 250 6.8 2 10 0.9999 K IGFGFILLR S 2 1034.6277 1034.6254 -0.0023 0 -2.20 2.597 0.247 0.1 1 13 16 2 0 1
Q5V0R5_HALMA 1 Bacteriorhodopsin xop1 rrnAC2030 250 6.8 2 10 1 R VIDVYWAR Y 2 1020.5392 1020.5405 0.0013 0 1.25 2.63 0.278 0 1 13 14 2 0 1
Q5V0R5_HALMA 1 Bacteriorhodopsin xop1 rrnAC2030 250 6.8 2 10 0.9999 R VIDVYWAR Y 2 1020.5392 1020.5409 0.0016 0 1.61 2.62 0.211 0 1 13 14 2 0 1



Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 2 1950.9170 1950.9334 0.0164 0 8.42 6.124 0.597 0 1 24 32 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 2 1950.9170 1950.9236 0.0065 0 3.35 5.397 0.61 0 1 25 32 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 2 1950.9170 1950.9212 0.0042 0 2.16 5.27 0.601 0 1 24 32 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 2 1950.9170 1950.9206 0.0036 0 1.85 6.202 0.571 0 1 25 32 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 3 1950.9170 1950.9212 0.0041 0 2.12 4.399 0.458 0 1 33 64 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 3 1950.9170 1950.9188 0.0018 0 0.90 4.546 0.41 0 1 32 64 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 3 1950.9170 1950.9204 0.0034 0 1.75 4.278 0.408 0 1 30 64 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 3 1950.9170 1950.9155 -0.0015 0 -0.79 4.596 0.416 0 1 32 64 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 2 1950.9170 1950.9222 0.0052 0 2.66 5.49 0.383 0 1 24 32 2 0 1
Q5V0Z0_HALMA 1 Hypothetical protein rrnAC1944 rrnAC1944 170 14.7 2 10 1 R TAQESLIEDAINSFEER A 2 1950.9170 1950.9209 0.0038 0 1.97 5.598 0.376 0 1 23 32 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein rrnAC1613 rrnAC1613 215 18.1 4 10 0.9941 R GIASYFR R 2 812.4181 812.4184 0.0002 0 0.30 1.872 0.136 0.1 1 10 12 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein rrnAC1613 rrnAC1613 215 18.1 4 10 0.9531 K ATFELFK D 2 854.4538 854.4545 0.0007 0 0.79 2.304 0.212 0 24 8 12 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein rrnAC1613 rrnAC1613 215 18.1 4 10 0.9957 R GIASYFR R 2 812.4181 812.4185 0.0004 0 0.45 1.891 0.148 0.1 1 10 12 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein rrnAC1613 rrnAC1613 215 18.1 4 10 0.9946 R GIASYFR R 2 812.4181 812.4190 0.0009 0 1.13 1.899 0.134 0.1 1 10 12 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein rrnAC1613 rrnAC1613 215 18.1 4 10 1 R RGIASYFR R 2 968.5192 968.5201 0.0009 0 0.92 2.662 0.307 0.1 2 12 14 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein rrnAC1613 rrnAC1613 215 18.1 4 10 1 R RGIASYFR R 2 968.5192 968.5208 0.0016 0 1.61 2.728 0.285 0.1 1 12 14 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein rrnAC1613 rrnAC1613 215 18.1 4 10 0.9995 R RGIASYFR R 2 968.5192 968.5254 0.0062 0 6.43 2.245 0.24 0.7 3 10 14 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein rrnAC1613 rrnAC1613 215 18.1 4 10 0.9973 K SNAPGAYVVDESKDDSVVEEGGSK A 2 2438.1085 2439.0860 0.9775 -1.0034 -10.60 2.592 0.353 0 1 15 46 2 1 1
Q5V290_HALMA 1 ATP synthase subunit C (EC 3.6.3.14) atpC2 rrnAC1435 115 16.5 1 10 0.9848 R GIGAAAVGAIAEDPNMFGR G 2 1815.8937 1817.4854 1.5917 -2.0067 -228.52 2.421 0.258 0.2 28 14 36 2 0 1
Q5V290_HALMA 1 ATP synthase subunit C (EC 3.6.3.14) atpC2 rrnAC1435 115 16.5 1 10 1 R GIGAAAVGAIAEDPNMFGR G 2 1815.8937 1815.8983 0.0046 0 2.51 5.019 0.519 0 1 26 36 2 0 1
Q5V290_HALMA 1 ATP synthase subunit C (EC 3.6.3.14) atpC2 rrnAC1435 115 16.5 1 10 1 R GIGAAAVGAIAEDPNMFGR G 2 1815.8937 1815.8978 0.0041 0 2.25 4.206 0.495 0 1 26 36 2 0 1
Q5V290_HALMA 1 ATP synthase subunit C (EC 3.6.3.14) atpC2 rrnAC1435 115 16.5 1 10 1 R GIGAAAVGAIAEDPNMFGR G 3 1815.8937 1815.8966 0.0029 0 1.60 4.588 0.461 0 1 33 72 2 0 1
Q5V290_HALMA 1 ATP synthase subunit C (EC 3.6.3.14) atpC2 rrnAC1435 115 16.5 1 10 1 R GIGAAAVGAIAEDPNMFGR G 2 1815.8937 1815.8973 0.0036 0 1.98 5.738 0.52 0 1 25 36 2 0 1
Q5V290_HALMA 1 ATP synthase subunit C (EC 3.6.3.14) atpC2 rrnAC1435 115 16.5 1 10 1 R GIGAAAVGAIAEDPNMFGR G 2 1815.8937 1815.9001 0.0064 0 3.52 5.165 0.506 0 1 25 36 2 0 1
Q5V290_HALMA 1 ATP synthase subunit C (EC 3.6.3.14) atpC2 rrnAC1435 115 16.5 1 10 0.9918 R GIGAAAVGAIAEDPNMFGR G 3 1815.8937 1815.8941 0.0003 0 0.19 2.199 0.194 2.3 18 20 72 2 0 1
Q5V290_HALMA 1 ATP synthase subunit C (EC 3.6.3.14) atpC2 rrnAC1435 115 16.5 1 10 0.9697 R GIGAAAVGAIAEDPNMFGR G 2 1815.8937 1817.4854 1.5917 -2.0067 -228.52 2.278 0.279 0.5 111 13 36 2 0 1
Q5V2T6_HALMA 1 Methanol dehydrogenase regulatory protein moxR4 rrnAC1222 313 23 4 10 1 R SHVTGEDIEALAAPVLR H 2 1776.9370 1776.9394 0.0024 0 1.35 5.122 0.48 0 1 26 32 2 0 1
Q5V2T6_HALMA 1 Methanol dehydrogenase regulatory protein moxR4 rrnAC1222 313 23 4 10 1 K LLVDYPDYDEERTIVDMYTAGAEQVPVER S 3 3385.6024 3386.6204 1.0180 -1.0034 4.32 3.888 0.393 0 1 29 112 2 1 1
Q5V2T6_HALMA 1 Methanol dehydrogenase regulatory protein moxR4 rrnAC1222 313 23 4 10 1 R SHVTGEDIEALAAPVLR H 3 1776.9370 1776.9400 0.0030 0 1.69 3.831 0.272 0 2 28 64 2 0 1
Q5V2T6_HALMA 1 Methanol dehydrogenase regulatory protein moxR4 rrnAC1222 313 23 4 10 1 R SHVTGEDIEALAAPVLR H 2 1776.9370 1776.9381 0.0011 0 0.60 4.294 0.552 0 1 27 32 2 0 1
Q5V2T6_HALMA 1 Methanol dehydrogenase regulatory protein moxR4 rrnAC1222 313 23 4 10 0.9998 R SHVTGEDIEALAAPVLR H 3 1776.9370 1776.9424 0.0054 0 3.03 4.299 0.125 0.2 1 32 64 2 0 1
Q5V2T6_HALMA 1 Methanol dehydrogenase regulatory protein moxR4 rrnAC1222 313 23 4 10 0.9995 R SHVTGEDIEALAAPVLR H 3 1776.9370 1776.9431 0.0061 0 3.44 2.676 0.206 0.3 1 26 64 2 0 1
Q5V2T6_HALMA 1 Methanol dehydrogenase regulatory protein moxR4 rrnAC1222 313 23 4 10 0.9984 R SHVTGEDIEALAAPVLR H 3 1776.9370 1776.9397 0.0026 0 1.48 3.158 0.137 0.6 3 26 64 2 0 1
Q5V2T6_HALMA 1 Methanol dehydrogenase regulatory protein moxR4 rrnAC1222 313 23 4 10 0.9006 R TADDLIAALLE - 2 1143.6023 1143.6046 0.0023 0 1.98 2.03 0.054 0.3 18 11 20 2 0 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 0.9965 R LLGLEWK A 2 857.5011 857.5018 0.0007 0 0.79 2.131 0.121 0.2 2 11 12 2 0 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 0.9995 R LLGLEWK A 2 857.5011 857.5004 -0.0007 0 -0.84 2.653 0.14 0.2 3 11 12 2 0 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 0.9995 R LNEELSLLR S 2 1085.6081 1085.6054 -0.0027 0 -2.46 2.593 0.161 0.1 1 15 16 2 0 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 0.9999 R LNEELSLLRSELEEHQLQTEDKQDE - 4 3024.4523 3024.4562 0.0039 0 1.30 3.511 0.274 0.2 3 37 144 2 2 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 1 R SELEEHQLQTEDKQDE - 3 1956.8548 1956.8574 0.0026 0 1.34 4.349 0.372 0 1 28 60 2 1 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 1 R SELEEHQLQTEDKQDE - 3 1956.8548 1956.8580 0.0032 0 1.62 4.625 0.396 0 1 30 60 2 1 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 1 R SELEEHQLQTEDKQDE - 2 1956.8548 1956.8609 0.0061 0 3.12 3.95 0.401 0 1 18 30 2 1 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 1 R SELEEHQLQTEDKQDE - 3 1956.8548 1956.8589 0.0041 0 2.09 3.948 0.374 0 1 29 60 2 1 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 1 R SELEEHQLQTEDKQDE - 2 1956.8548 1956.8570 0.0022 0 1.13 3.736 0.358 0 1 17 30 2 1 1
Q5V3J3_HALMA 1 Hypothetical protein rrnAC0936 rrnAC0936 128 25 4 10 0.9466 R SELEEHQLQTEDKQDE - 3 1956.8548 1956.8563 0.0015 0 0.78 2.778 0.095 0.8 9 21 60 2 1 1
Q5V4Y1_HALMA 1 Glutamine ABC transporter glnQ2 rrnAC0379 250 33.2 7 10 0.9943 M TQPLLSIDDLHK S 2 1378.7456 1378.7454 -0.0002 0 -0.13 2.553 0.31 0 1 16 22 2 0 1
Q5V4Y1_HALMA 1 Glutamine ABC transporter glnQ2 rrnAC0379 250 33.2 7 10 0.9979 R ALAMDPELLLFDEPTSALDPELVGEVVEVMR D 3 3397.7037 3397.7195 0.0158 0 4.64 5.726 0.517 0 1 44 120 2 0 1
Q5V4Y1_HALMA 1 Glutamine ABC transporter glnQ2 rrnAC0379 250 33.2 7 10 0.9974 R ALAMDPELLLFDEPTSALDPELVGEVVEVMR D 4 3397.7037 3397.7165 0.0128 0 3.76 3.271 0.184 0.8 28 33 180 2 0 1
Q5V4Y1_HALMA 1 Glutamine ABC transporter glnQ2 rrnAC0379 250 33.2 7 10 0.9828 R ALAMDPELLLFDEPTSALDPELVGEVVEVMR D 3 3397.7037 3398.7082 1.0044 -1.0034 0.32 4.803 0.533 0 1 32 120 2 0 1
Q5V4Y1_HALMA 1 Glutamine ABC transporter glnQ2 rrnAC0379 250 33.2 7 10 1 R DLAAEGITMLVVSHEMDFAR S 3 2204.0606 2204.0597 -0.0009 0 -0.41 3.891 0.406 0 1 30 76 2 0 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 0.9979 R AGTFNPIDVIGALEGHEYDAGLGPQTLR A 4 2910.4512 2910.4577 0.0065 0 2.23 3.203 0.135 1.2 6 39 162 2 0 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 1 R AFRDEFPESNIVLPMASR E 3 2078.0255 2079.0382 1.0126 -1.0034 4.47 4.339 0.304 0 3 28 68 2 1 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 1 R AFRDEFPESNIVLPMASR E 3 2078.0255 2078.0299 0.0043 0 2.09 4.109 0.258 0.1 1 28 68 2 1 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 0.9987 R AFRDEFPESNIVLPMASR E 3 2078.0255 2079.0382 1.0126 -1.0034 4.47 4.093 0.193 0.2 4 26 68 2 1 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 1 R AGTFNPIDVIGALEGHEYDAGLGPQTLR A 3 2910.4512 2910.4623 0.0111 0 3.81 5.494 0.41 0 1 38 108 2 0 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 1 R AGTFNPIDVIGALEGHEYDAGLGPQTLR A 3 2910.4512 2910.4539 0.0027 0 0.91 5.441 0.467 0 1 38 108 2 0 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 1 R AGTFNPIDVIGALEGHEYDAGLGPQTLR A 3 2910.4512 2911.4782 1.0269 -1.0034 8.11 4.902 0.406 0 1 39 108 2 0 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 1 R AGTFNPIDVIGALEGHEYDAGLGPQTLR A 3 2910.4512 2910.4608 0.0096 0 3.30 5.439 0.414 0 1 37 108 2 0 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 0.9998 R AGTFNPIDVIGALEGHEYDAGLGPQTLR A 4 2910.4512 2910.4570 0.0058 0 1.98 3.675 0.19 0.2 2 41 162 2 0 1
Q5V4Y9_HALMA 1 Leucine-binding protein lbp rrnAC0370 456 13.8 3 10 0.9990 R AGTFNPIDVIGALEGHEYDAGLGPQTLR A 4 2910.4512 2910.4582 0.0070 0 2.40 2.952 0.153 0.6 4 39 162 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 1 - MDWPHDPDGEEGSEGR R 3 1812.7009 1812.7013 0.0003 0 0.18 4.389 0.437 0 1 28 60 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 1 R EADWWPYR L 2 1121.4930 1121.4911 -0.0020 0 -1.75 2.83 0.328 0 1 12 14 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 1 K KVDEDEDFPLTAEEYVEQYGDHPVR I 3 2979.3410 2979.3398 -0.0012 0 -0.41 7.13 0.583 0 1 47 96 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 1 K KVDEDEDFPLTAEEYVEQYGDHPVR I 4 2979.3410 2979.3469 0.0058 0 1.96 4.568 0.362 0 1 42 144 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 1 K KVDEDEDFPLTAEEYVEQYGDHPVR I 4 2979.3410 2979.3459 0.0049 0 1.63 4.417 0.372 0 1 46 144 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 1 - MDWPHDPDGEEGSEGR R 3 1812.7009 1812.7035 0.0025 0 1.39 5.291 0.412 0 1 30 60 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 1 - MDWPHDPDGEEGSEGR R 3 1812.7009 1812.7042 0.0033 0 1.80 5.226 0.43 0 1 30 60 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 1 - MDWPHDPDGEEGSEGR R 3 1812.7009 1812.7022 0.0012 0 0.69 4.932 0.417 0 1 30 60 2 0 1
Q5V5L0_HALMA 1 Hypothetical protein rrnAC0117 rrnAC0117 99 51.5 4 10 0.9217 - MDWPHDPDGEEGSEGRRK Y 4 2096.8970 2096.8874 -0.0096 0 -4.59 1.977 0.106 4 64 27 102 2 1 1
Q5V6Z0_HALMA 1 Putative metal ion permease pNG6023 pNG6023 464 8.6 3 10 1 R TFEEEPTEFTNQSPQISSHDHDHDH - 3 2963.2230 2963.2337 0.0106 0 3.59 4.673 0.368 0 1 28 96 2 0 1
Q5V6Z0_HALMA 1 Putative metal ion permease pNG6023 pNG6023 464 8.6 3 10 1 K RTFEEEPTEFTNQSPQISSHDHDHDH - 4 3119.3241 3119.3269 0.0027 0 0.87 3.93 0.273 0.2 1 38 150 2 0 1
Q5V6Z0_HALMA 1 Putative metal ion permease pNG6023 pNG6023 464 8.6 3 10 0.9996 K RTFEEEPTEFTNQSPQISSHDHDHDH - 3 3119.3241 3121.3282 2.0040 -2.0067 -0.85 3.232 0.231 0.2 1 29 100 2 0 1
Q5V6Z0_HALMA 1 Putative metal ion permease pNG6023 pNG6023 464 8.6 3 10 0.9992 K RTFEEEPTEFTNQSPQISSHDHDHDH - 5 3119.3241 3119.3261 0.0020 0 0.64 3.086 0.135 0.6 1 44 200 2 0 1
Q5V6Z0_HALMA 1 Putative metal ion permease pNG6023 pNG6023 464 8.6 3 10 1 R TFEEEPTEFTNQSPQISSHDHDHDH - 4 2963.2230 2963.2260 0.0030 0 1.01 4.642 0.39 0 1 42 144 2 0 1
Q5V6Z0_HALMA 1 Putative metal ion permease pNG6023 pNG6023 464 8.6 3 10 1 R TFEEEPTEFTNQSPQISSHDHDHDH - 4 2963.2230 2963.2290 0.0059 0 2.00 4.537 0.244 0 1 45 144 2 0 1
Q5V6Z0_HALMA 1 Putative metal ion permease pNG6023 pNG6023 464 8.6 3 10 1 R TFEEEPTEFTNQSPQISSHDHDHDH - 4 2963.2230 2963.2297 0.0067 0 2.25 4.814 0.417 0 1 38 144 2 0 1
Q5V6Z0_HALMA 1 Putative metal ion permease pNG6023 pNG6023 464 8.6 3 10 0.9998 R TFEEEPTEFTNQSPQISSHDHDHDH - 4 2963.2230 2964.3352 1.1121 -1.0034 36.71 2.973 0.271 0.8 3 36 144 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 1 M TLHEHTDEETAEHNLPSK S 3 2086.9556 2086.9550 -0.0006 0 -0.31 5.319 0.48 0 1 37 68 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 0.9870 R GIDHATVELVGR T 3 1265.6728 1265.6782 0.0053 0 4.22 2.819 0.093 0.7 30 21 44 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 0.9839 R GIDHATVELVGR T 3 1265.6728 1265.6782 0.0053 0 4.22 2.807 0.099 0.3 67 21 44 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 1 R GIDHATVELVGRTDPDTDPVGTTNHSH - 4 2840.3325 2841.3309 0.9984 -1.0034 -1.75 3.749 0.319 0.1 1 45 156 2 1 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 1 M TLHEHTDEETAEHNLPSK S 3 2086.9556 2086.9553 -0.0003 0 -0.13 4.312 0.446 0 1 32 68 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 1 M TLHEHTDEETAEHNLPSK S 2 2086.9556 2086.9615 0.0059 0 2.83 4.815 0.524 0 1 22 34 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 1 M TLHEHTDEETAEHNLPSK S 4 2086.9556 2086.9531 -0.0026 0 -1.22 3.654 0.478 0 1 33 102 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 1 M TLHEHTDEETAEHNLPSK S 3 2086.9556 2086.9566 0.0010 0 0.48 5.412 0.508 0 1 37 68 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 0.9988 M TLHEHTDEETAEHNLPSK S 4 2086.9556 2086.9514 -0.0043 0 -2.04 3.159 0.282 0.1 1 35 102 2 0 1
Q5V738_HALMA 1 Cation efflux system protein czcD pNG6079 311 14.5 3 10 0.9935 M TLHEHTDEETAEHNLPSK S 3 2086.9556 2086.9539 -0.0017 0 -0.84 2.782 0.294 0.1 1 25 68 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 0.9586 R FHGLVDEHGAADTR L 3 1523.7117 1523.7139 0.0021 0 1.40 1.878 0.087 0.5 1 22 52 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 1 R DLAVEIDDFVDRLDGAGAQVER I 3 2402.1714 2402.1747 0.0033 0 1.37 4.603 0.368 0 1 33 84 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 1 R DLAVEIDDFVDRLDGAGAQVER I 3 2402.1714 2402.1742 0.0027 0 1.14 4.757 0.403 0 1 32 84 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 1 R DLAVEIDDFVDRLDGAGAQVER I 3 2402.1714 2402.1736 0.0022 0 0.91 5.064 0.426 0 1 34 84 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 0.9999 R DLAVEIDDFVDRLDGAGAQVER I 3 2402.1714 2402.1815 0.0101 0 4.19 3.532 0.257 0.1 1 30 84 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 0.9333 R FHGLVDEHGAADTR L 3 1523.7117 1523.7132 0.0015 0 0.98 1.794 0.071 2.5 1 22 52 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 0.9993 K HLPDHFTGPVQFSPGK T 3 1762.8791 1762.8938 0.0147 0 8.34 3.32 0.149 0.2 2 26 60 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 0.9995 K SVDYDSYDLDDDEEAEQFREDVFGEYLRK S 4 3546.5223 3547.5309 1.0086 -1.0034 1.47 2.576 0.215 1 1 35 168 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 0.9983 R VVASDVLQFTHEGEPGGPELLYNALR D 3 2810.4239 2811.4282 1.0042 -1.0034 0.32 2.934 0.313 0.2 408 20 100 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein cas3 pNG4049 357 34.5 6 10 0.9999 R YLRDQLDDDGHGVYIR N 2 1933.9282 1934.9254 0.9972 -1.0034 -3.17 3.846 0.376 0 1 19 30 2 1 1
RS12_HALMAReview 1 30S ribosomal protein S12P rps12p rrnAC2424 142 17.6 2 10 1 K VNGVSLIELVR G 2 1197.7081 1197.7085 0.0003 0 0.29 3.493 0.458 0 1 19 20 2 0 1
RS12_HALMAReview 1 30S ribosomal protein S12P rps12p rrnAC2424 142 17.6 2 10 0.9992 R AMGDLSGVNYKVEK V 3 1509.7497 1509.7506 0.0009 0 0.58 2.298 0.269 0.2 1 24 52 2 1 1
RS12_HALMAReview 1 30S ribosomal protein S12P rps12p rrnAC2424 142 17.6 2 10 0.9982 R AMGDLSGVNYKVEK V 3 1525.7497 1525.7437 -0.0061 0 -3.97 2.772 0.189 0.1 1 26 52 2 1 1 AM[147]GDLSGVNYKVEK
RS12_HALMAReview 1 30S ribosomal protein S12P rps12p rrnAC2424 142 17.6 2 10 0.9970 R AMGDLSGVNYKVEK V 3 1525.7497 1525.7442 -0.0055 0 -3.61 2.54 0.191 0.2 1 22 52 2 1 1 AM[147]GDLSGVNYKVEK
RS12_HALMAReview 1 30S ribosomal protein S12P rps12p rrnAC2424 142 17.6 2 10 1 K VNGVSLIELVR G 2 1197.7081 1197.7113 0.0032 0 2.63 3.572 0.441 0 1 19 20 2 0 1
RS12_HALMAReview 1 30S ribosomal protein S12P rps12p rrnAC2424 142 17.6 2 10 1 K VNGVSLIELVR G 2 1197.7081 1197.7119 0.0038 0 3.14 3.639 0.441 0 1 19 20 2 0 1
RS12_HALMAReview 1 30S ribosomal protein S12P rps12p rrnAC2424 142 17.6 2 10 0.9993 K VNGVSLIELVR G 2 1197.7081 1198.6926 0.9845 -1.0034 -15.76 2.86 0.222 0.1 1 18 20 2 0 1
RS12_HALMAReview 1 30S ribosomal protein S12P rps12p rrnAC2424 142 17.6 2 10 0.9968 K VNGVSLIELVR G 2 1197.7081 1198.6939 0.9858 -1.0034 -14.64 2.916 0.131 0.2 1 18 20 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 1 R VGGIVMNWTPVHALPR E 3 1745.9399 1745.9414 0.0014 0 0.83 3.639 0.372 0 1 29 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.1161 0.0145 0 6.53 3.458 0.456 0 1 17 40 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 0.9954 R GVQVMVVEK N 2 987.5423 987.5454 0.0031 0 3.16 2.299 0.104 0.9 2 15 16 2 0 1



THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 1 K MQNMTEFTDIVIR E 2 1596.7640 1596.7697 0.0057 0 3.59 4.232 0.503 0 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 0.9998 K MQNMTEFTDIVIREDHR V 4 2133.9935 2133.9931 -0.0004 0 -0.19 3.888 0.19 0 1 35 96 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 1 R VGGIVMNWTPVHALPR E 3 1745.9399 1745.9445 0.0046 0 2.61 4.821 0.373 0 1 29 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 1 R VGGIVMNWTPVHALPR E 3 1745.9399 1745.9430 0.0031 0 1.77 4.28 0.402 0 1 30 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 0.9369 K VTVRDPAQQVLDELEVDHK R 4 2190.1280 2190.1274 -0.0006 0 -0.29 2.846 0.033 2.9 10 34 108 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 1 K VTVRDPAQQVLDELEVDHKR S 3 2346.2291 2348.0257 1.7965 -2.0067 -89.58 5.297 0.442 0 1 35 76 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme rrnAC1782 rrnAC1782 310 26.8 7 10 1 K VTVRDPAQQVLDELEVDHKR S 5 2346.2291 2346.2312 0.0020 0 0.87 4.501 0.348 0 1 53 152 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70) dnaK rrnAC3339 635 19.7 6 9 0.9998 R AKFESLTEDLIER T 3 1549.7988 1550.7998 1.0010 -1.0034 -1.52 3.63 0.237 0.3 1 22 48 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70) dnaK rrnAC3339 635 19.7 6 9 0.9982 R AKFESLTEDLIER T 2 1549.7988 1549.8084 0.0096 0 6.21 2.557 0.266 0.1 1 18 24 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70) dnaK rrnAC3339 635 19.7 6 9 0.9526 R AKFESLTEDLIER T 3 1549.7988 1549.8003 0.0014 0 0.92 2.463 0.09 2.9 2 23 48 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70) dnaK rrnAC3339 635 19.7 6 9 1 K IEDVEEVLEDEDATKEDYEAVTETLSEELQEIGK Q 3 3896.7950 3897.8182 1.0231 -1.0034 5.08 5.427 0.493 0 1 41 132 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70) dnaK rrnAC3339 635 19.7 6 9 1 K IEDVEEVLEDEDATKEDYEAVTETLSEELQEIGK Q 3 3896.7950 3897.8182 1.0231 -1.0034 5.08 5.393 0.57 0 1 43 132 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70) dnaK rrnAC3339 635 19.7 6 9 1 K IKHDAEEYLGDEIEK A 3 1787.8577 1787.8582 0.0004 0 0.25 3.576 0.34 0 1 31 56 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70) dnaK rrnAC3339 635 19.7 6 9 1 R LIDKNTTIPTEESKIFTTAQDNQTQVQIR V 4 3331.7259 3331.7409 0.0150 0 4.50 4.432 0.269 0 1 40 168 2 2 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70) dnaK rrnAC3339 635 19.7 6 9 1 R LIDKNTTIPTEESKIFTTAQDNQTQVQIR V 3 3331.7259 3333.7366 2.0107 -2.0067 1.19 6.655 0.442 0 1 42 112 2 2 1

Q5UXS4_HALMA 1 Hypothetical protein rrnAC3227 rrnAC3227 142 31 4 9 0.9998 M SRDTPADREESTIQPDGGTAAAHDDIDYLDR E 3 3386.5247 3388.5470 2.0223 -2.0067 4.61 4.575 0.412 0 1 32 120 2 2 1
Q5UXS4_HALMA 1 Hypothetical protein rrnAC3227 rrnAC3227 142 31 4 9 0.9751 P DGGTAAAHDDIDYLDREVNLLRPSTPFMR D 4 3244.5571 3244.5529 -0.0042 0 -1.29 3.133 0.186 0.3 1 35 168 1 1 1
Q5UXS4_HALMA 1 Hypothetical protein rrnAC3227 rrnAC3227 142 31 4 9 1 R DTPADREESTIQPDGGTAAAHDDIDYLDR E 3 3143.3915 3143.4082 0.0166 0 5.30 5.65 0.45 0 1 35 112 2 1 1
Q5UXS4_HALMA 1 Hypothetical protein rrnAC3227 rrnAC3227 142 31 4 9 0.9913 R EVNLLRPSTPFMR D 3 1558.8290 1558.8306 0.0016 0 1.04 2.575 0.136 0.3 23 19 48 2 0 1
Q5UXS4_HALMA 1 Hypothetical protein rrnAC3227 rrnAC3227 142 31 4 9 0.9811 R EVNLLRPSTPFMR D 3 1558.8290 1558.8316 0.0025 0 1.63 2.558 0.095 0.5 16 16 48 2 0 1
Q5UXS4_HALMA 1 Hypothetical protein rrnAC3227 rrnAC3227 142 31 4 9 1 M SRDTPADREESTIQPDGGTAAAHDDIDYLDR E 4 3386.5247 3387.5309 1.0062 -1.0034 0.83 6.127 0.413 0 1 55 180 2 2 1
Q5UXS4_HALMA 1 Hypothetical protein rrnAC3227 rrnAC3227 142 31 4 9 0.9988 M SRDTPADREESTIQPDGGTAAAHDDIDYLDR E 4 3386.5247 3387.5327 1.0079 -1.0034 1.35 5.457 0.359 0 1 49 180 2 2 1
Q5UXS4_HALMA 1 Hypothetical protein rrnAC3227 rrnAC3227 142 31 4 9 0.9975 M SRDTPADREESTIQPDGGTAAAHDDIDYLDR E 3 3386.5247 3387.5286 1.0039 -1.0034 0.15 4.089 0.356 0 1 32 120 2 2 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 1 K TWEFTPEVEEGDEVEAGDIVGTVPETPSIDHK V 3 3511.6154 3512.6182 1.0027 -1.0034 -0.17 3.368 0.375 0 1 24 124 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 0.9363 R GVDAPGIDLEK T 2 1112.5713 1112.5654 -0.0059 0 -5.28 1.886 0.095 0.4 9 12 20 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 1 R IGVQEDYNEYIDDLEDDIESQLR E 2 2770.2457 2770.2481 0.0024 0 0.87 5.835 0.583 0 1 25 44 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 1 R IGVQEDYNEYIDDLEDDIESQLR E 3 2770.2457 2770.2533 0.0076 0 2.74 4.929 0.476 0 1 38 88 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 0.9980 K MGSAFLDR G 2 895.4222 895.4254 0.0032 0 3.60 1.82 0.224 0.1 1 13 14 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 0.9959 K MGSAFLDR G 2 895.4222 894.9454 -0.4768 0 -532.46 1.757 0.219 0.1 2 12 14 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 1 K TYNDAAFEALDAGVPVEEITDIDAAPR L 2 2862.3559 2862.3609 0.0050 0 1.75 4.408 0.493 0 1 23 52 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 1 R VLDGLFPIAK G 2 1071.6328 1071.6321 -0.0008 0 -0.72 2.715 0.295 0 1 15 18 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14) ntpA rrnAC3159 586 18.9 6 9 1 R VLDGLFPIAK G 2 1071.6328 1071.6343 0.0014 0 1.33 2.793 0.352 0 1 16 18 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 0.9999 K MADAIMLFYDEEEADRMFTK A 3 2425.0640 2425.0609 -0.0032 0 -1.30 3.402 0.272 0 1 28 76 2 1 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 1 K AGYEEFEHHIQQSRPGSPR A 4 2224.0410 2224.0400 -0.0010 0 -0.47 3.017 0.262 0.3 2 30 108 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 1 K AGYEEFEHHIQQSRPGSPR A 4 2224.0410 2224.0432 0.0021 0 0.96 2.712 0.316 0.2 2 33 108 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 1 K AGYEEFEHHIQQSRPGSPR A 3 2224.0410 2224.0431 0.0021 0 0.94 4.352 0.486 0 1 30 72 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 1 K AGYEEFEHHIQQSRPGSPR A 3 2224.0410 2224.0395 -0.0016 0 -0.71 4.26 0.521 0 1 27 72 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 0.9999 K AGYEEFEHHIQQSRPGSPR A 4 2224.0410 2224.0412 0.0002 0 0.08 2.774 0.276 0.1 5 32 108 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 0.9996 K AGYEEFEHHIQQSRPGSPR A 4 2224.0410 2224.0410 -0.0001 0 -0.03 2.8 0.139 0.2 1 30 108 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 0.9615 K AGYEEFEHHIQQSRPGSPR A 5 2224.0410 2224.0447 0.0037 0 1.67 1.761 0.212 2.3 91 39 144 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase ubiE1 rrnAC3151 206 18.9 2 9 0.9587 K AGYEEFEHHIQQSRPGSPR A 5 2224.0410 2224.0435 0.0025 0 1.12 2.035 0.145 1 37 40 144 2 0 1
Q5UYU6_HALMA 1 Hypothetical protein rrnAC2801 rrnAC2801 301 21.3 5 9 1 R TVPVDVVAEFAQAVR A 3 1599.8620 1599.8668 0.0048 0 2.97 3.769 0.274 0 1 32 56 2 0 1
Q5UYU6_HALMA 1 Hypothetical protein rrnAC2801 rrnAC2801 301 21.3 5 9 0.9573 R ELAAERDRVEAFAGK A 3 1660.8533 1660.8535 0.0002 0 0.13 3.133 0.031 0.1 1 20 56 2 2 1
Q5UYU6_HALMA 1 Hypothetical protein rrnAC2801 rrnAC2801 301 21.3 5 9 0.9547 R ELAAERDRVEAFAGK A 3 1660.8533 1660.8559 0.0026 0 1.56 3.06 0.1 0.1 36 18 56 2 2 1
Q5UYU6_HALMA 1 Hypothetical protein rrnAC2801 rrnAC2801 301 21.3 5 9 0.9902 R LRELAAERDRVEAFAGK A 4 1930.0384 1930.0411 0.0027 0 1.38 3.121 0.262 0.5 15 31 96 2 3 1
Q5UYU6_HALMA 1 Hypothetical protein rrnAC2801 rrnAC2801 301 21.3 5 9 0.9999 R MATLDRQSADEELTGQ - 2 1763.7996 1763.7986 -0.0011 0 -0.60 3.332 0.347 0 1 22 30 2 1 1
Q5UYU6_HALMA 1 Hypothetical protein rrnAC2801 rrnAC2801 301 21.3 5 9 1 R TVPVDVVAEFAQAVR A 3 1599.8620 1599.8650 0.0029 0 1.83 3.061 0.312 0.1 1 29 56 2 0 1
Q5UYU6_HALMA 1 Hypothetical protein rrnAC2801 rrnAC2801 301 21.3 5 9 1 R TVPVDVVAEFAQAVR A 3 1599.8620 1599.8642 0.0022 0 1.37 4.723 0.392 0 1 35 56 2 0 1
Q5UYU6_HALMA 1 Hypothetical protein rrnAC2801 rrnAC2801 301 21.3 5 9 0.9997 R TVPVDVVAEFAQAVR A 2 1599.8620 1599.7854 -0.0766 0 -47.86 2.328 0.286 0.1 1 17 28 2 0 1
Q5UZ13_HALMA 1 Putative bacterial regulatory protein arsR family rrnAC2723 rrnAC2723 229 31 4 9 0.9608 K NAGAVEVVDTAYSEKGR E 3 1764.8642 1764.8695 0.0053 0 3.01 2.307 0.118 3.2 1 25 64 2 1 1
Q5UZ13_HALMA 1 Putative bacterial regulatory protein arsR family rrnAC2723 rrnAC2723 229 31 4 9 1 K NAGAVEVVDTAYSEK G 2 1551.7416 1551.7434 0.0018 0 1.13 4.337 0.531 0 1 23 28 2 0 1
Q5UZ13_HALMA 1 Putative bacterial regulatory protein arsR family rrnAC2723 rrnAC2723 229 31 4 9 1 K NAGAVEVVDTAYSEK G 2 1551.7416 1551.7454 0.0038 0 2.46 2.895 0.423 0 1 19 28 2 0 1
Q5UZ13_HALMA 1 Putative bacterial regulatory protein arsR family rrnAC2723 rrnAC2723 229 31 4 9 1 K NAGAVEVVDTAYSEK G 2 1551.7416 1551.7420 0.0004 0 0.27 3.776 0.519 0 1 22 28 2 0 1
Q5UZ13_HALMA 1 Putative bacterial regulatory protein arsR family rrnAC2723 rrnAC2723 229 31 4 9 1 R NLLSELNKEPAPPSELADRVDTSLQNAQYHLK K 4 3589.8376 3589.8498 0.0122 0 3.39 4.23 0.44 0 1 48 186 2 2 1
Q5UZ13_HALMA 1 Putative bacterial regulatory protein arsR family rrnAC2723 rrnAC2723 229 31 4 9 0.9830 R NLLSELNKEPAPPSELADRVDTSLQNAQYHLK K 4 3589.8376 3591.7316 1.8940 -2.0067 -31.39 3.174 0.077 0.3 2 41 186 2 2 1
Q5UZ13_HALMA 1 Putative bacterial regulatory protein arsR family rrnAC2723 rrnAC2723 229 31 4 9 0.9778 R NLLSELNKEPAPPSELADRVDTSLQNAQYHLK K 5 3589.8376 3589.8473 0.0097 0 2.71 2.333 0.18 1.3 58 45 248 2 2 1
Q5UZ13_HALMA 1 Putative bacterial regulatory protein arsR family rrnAC2723 rrnAC2723 229 31 4 9 1 R VIGVDSDDADDVLSALSAETAR N 3 2218.0601 2218.0644 0.0042 0 1.91 4.401 0.496 0 1 33 84 2 0 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 1 K EGDLVFVMEEDRFSGPGDHEGVVTAANDDSYR A 3 3512.5426 3513.5634 1.0208 -1.0034 4.95 6.21 0.513 0 1 35 124 2 1 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 1 R AFQRPGDVIVYEPDGNSR Q 2 2018.9810 2018.9903 0.0093 0 4.61 3.333 0.345 0 1 16 34 2 0 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 1 R AFQRPGDVIVYEPDGNSR Q 3 2018.9810 2018.9837 0.0026 0 1.31 3.649 0.341 0 1 28 68 2 0 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 1 R AFQRPGDVIVYEPDGNSR Q 3 2018.9810 2018.9800 -0.0010 0 -0.51 4.009 0.318 0 1 30 68 2 0 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 1 R AFQRPGDVIVYEPDGNSR Q 3 2018.9810 2018.9765 -0.0045 0 -2.23 3.691 0.302 0 1 28 68 2 0 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 0.9997 R AFQRPGDVIVYEPDGNSR Q 3 2018.9810 2018.9813 0.0003 0 0.13 3.254 0.178 0 1 31 68 2 0 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 1 K EGDLVFVMEEDRFSGPGDHEGVVTAANDDSYR A 3 3512.5426 3513.5524 1.0098 -1.0034 1.83 7.155 0.612 0 1 37 124 2 1 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 0.9999 K EGDLVFVMEEDRFSGPGDHEGVVTAANDDSYR A 4 3512.5426 3514.5709 2.0283 -2.0067 6.14 3.676 0.275 0.1 1 36 186 2 1 1
Q5UZ23_HALMA 1 Signal sequence peptidase sec11a rrnAC2712 279 29 3 9 1 K GDNNGRYDQVGSSPISEPVKPGWVVGTAEMR V 4 3301.5786 3301.5905 0.0119 0 3.60 6.413 0.477 0 1 51 180 2 1 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 0.9984 R AATVPETDFAEPYNR S 2 1679.7791 1679.7805 0.0014 0 0.81 2.864 0.117 0.1 1 17 28 2 0 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 1 R AATVPETDFAEPYNR S 2 1679.7791 1679.7827 0.0036 0 2.12 3.807 0.497 0 1 20 28 2 0 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 1 R AATVPETDFAEPYNR S 2 1679.7791 1679.7826 0.0034 0 2.05 3.104 0.521 0 1 21 28 2 0 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 1 R AATVPETDFAEPYNR S 2 1679.7791 1679.7812 0.0021 0 1.25 3.112 0.561 0 1 20 28 2 0 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 1 R AATVPETDFAEPYNR S 2 1679.7791 1679.7805 0.0014 0 0.81 2.942 0.505 0 1 20 28 2 0 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 1 K GTGWEAPEDISQEVLEQR A 2 2042.9545 2042.9654 0.0109 0 5.35 4.444 0.544 0 1 23 34 2 0 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 1 K GTGWEAPEDISQEVLEQR A 2 2042.9545 2042.9654 0.0109 0 5.35 4.677 0.548 0 1 25 34 2 0 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 1 K GTGWEAPEDISQEVLEQR A 3 2042.9545 2043.9682 1.0136 -1.0034 5.04 4.006 0.311 0.1 3 27 68 2 0 1
Q5V0D2_HALMA 1 2Fe-2S iron-sulfur cluster binding domain fer2 rrnAC2179 194 25.3 3 9 0.9050 R HSNNDSLMDDDMEEGY C 2 1870.6621 1869.6821 -0.9800 1 10.68 2.949 0.379 0 1 16 30 1 0 1
Q5V0M6_HALMA 1 ABC transporter ATP-binding protein trp2 rrnAC2073 246 28 4 9 1 K LGLVQALLHDPDVLFLDEPTSGLDPR A 4 2829.4912 2830.4909 0.9997 -1.0034 -1.30 3.689 0.283 0 1 37 150 2 0 1
Q5V0M6_HALMA 1 ABC transporter ATP-binding protein trp2 rrnAC2073 246 28 4 9 1 R ILTTLTNPTSGTAR V 2 1444.7885 1444.7866 -0.0019 0 -1.34 3.595 0.494 0 1 21 26 2 0 1
Q5V0M6_HALMA 1 ABC transporter ATP-binding protein trp2 rrnAC2073 246 28 4 9 1 R ILTTLTNPTSGTAR V 2 1444.7885 1444.7807 -0.0078 0 -5.39 3.654 0.445 0 1 21 26 2 0 1
Q5V0M6_HALMA 1 ABC transporter ATP-binding protein trp2 rrnAC2073 246 28 4 9 1 K LGLVQALLHDPDVLFLDEPTSGLDPR A 3 2829.4912 2829.4920 0.0007 0 0.26 6.223 0.426 0 1 38 100 2 0 1
Q5V0M6_HALMA 1 ABC transporter ATP-binding protein trp2 rrnAC2073 246 28 4 9 1 K LGLVQALLHDPDVLFLDEPTSGLDPR A 4 2829.4912 2829.4985 0.0073 0 2.57 3.85 0.329 0.1 1 41 150 2 0 1
Q5V0M6_HALMA 1 ABC transporter ATP-binding protein trp2 rrnAC2073 246 28 4 9 1 K LGLVQALLHDPDVLFLDEPTSGLDPR A 3 2829.4912 2829.4920 0.0007 0 0.26 4.248 0.359 0 1 32 100 2 0 1
Q5V0M6_HALMA 1 ABC transporter ATP-binding protein trp2 rrnAC2073 246 28 4 9 0.9985 K LGLVQALLHDPDVLFLDEPTSGLDPR A 3 2829.4912 2829.4956 0.0044 0 1.56 3.124 0.148 0.5 1 27 100 2 0 1
Q5V0M6_HALMA 1 ABC transporter ATP-binding protein trp2 rrnAC2073 246 28 4 9 0.9971 P PAPAIVTEGLTKR Y 3 1351.7823 1351.7782 -0.0042 0 -3.07 2.324 0.378 0 5 17 48 1 0 1
Q5V1J2_HALMA 1 Hypothetical protein rrnAC1704 rrnAC1704 258 41.5 7 9 1 R GPATAWGSNLVDAIVGDGNATPVFVISDTSER G 3 3215.5735 3217.5982 2.0246 -2.0067 5.58 4.456 0.418 0 1 29 124 2 0 1
Q5V1J2_HALMA 1 Hypothetical protein rrnAC1704 rrnAC1704 258 41.5 7 9 1 R FESQSVTVSPGTELPER L 2 1861.9057 1862.9054 0.9997 -1.0034 -1.95 4.313 0.37 0 1 23 32 2 0 1
Q5V1J2_HALMA 1 Hypothetical protein rrnAC1704 rrnAC1704 258 41.5 7 9 1 R GPATAWGSNLVDAIVGDGNATPVFVISDTSER G 3 3215.5735 3217.6282 2.0546 -2.0067 14.91 3.87 0.302 0.1 5 29 124 2 0 1
Q5V1J2_HALMA 1 Hypothetical protein rrnAC1704 rrnAC1704 258 41.5 7 9 1 R GPATAWGSNLVDAIVGDGNATPVFVISDTSER G 4 3215.5735 3215.5837 0.0102 0 3.16 4.549 0.377 0 1 50 186 2 0 1
Q5V1J2_HALMA 1 Hypothetical protein rrnAC1704 rrnAC1704 258 41.5 7 9 1 K HSNWETLDEGQDGVDFIVDDGNAR V 3 2688.1688 2688.1734 0.0045 0 1.69 3.732 0.428 0 1 30 92 2 0 1
Q5V1J2_HALMA 1 Hypothetical protein rrnAC1704 rrnAC1704 258 41.5 7 9 0.9628 K TVFHILR N 2 884.5232 884.5248 0.0015 0 1.73 1.803 0.046 0.9 1 11 12 2 0 1
Q5V1J2_HALMA 1 Hypothetical protein rrnAC1704 rrnAC1704 258 41.5 7 9 0.9610 R VNPDGADVRFESQSVTVSPGTELPER L 3 2785.3518 2785.3445 -0.0073 0 -2.63 3.427 0.106 0.4 22 23 100 2 1 1
Q5V1J2_HALMA 1 Hypothetical protein rrnAC1704 rrnAC1704 258 41.5 7 9 0.9994 R VRVNPDGADVRFESQSVTVSPGTELPER L 4 3040.5214 3040.5231 0.0017 0 0.56 3.257 0.169 0.3 2 41 162 2 2 1
Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 0.9997 K VWAFKADDGEPSVPGPILR T 3 2053.0633 2055.0682 2.0048 -2.0067 -0.90 3.228 0.28 0.1 1 28 72 2 1 1
Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 1 K EAMDTDIFKQLMDYAGYEA - 2 2209.9547 2209.9593 0.0046 0 2.08 4.289 0.561 0 1 23 36 2 1 1
Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 1 K EAMDTDIFKQLMDYAGYEA - 2 2209.9547 2209.9574 0.0026 0 1.20 4.512 0.538 0 1 23 36 2 1 1
Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 1 K GYEPADKEYFMTLKEWDSR L 4 2364.0732 2364.0771 0.0039 0 1.64 3.539 0.271 0.1 1 35 108 2 2 1
Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 1 R TLHPEDGSPIIVEQGDTVR I 3 2062.0331 2062.0336 0.0005 0 0.23 4.38 0.297 0 1 35 72 2 0 1
Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 1 R TLHPEDGSPIIVEQGDTVR I 3 2062.0331 2062.0373 0.0041 0 2.00 4.821 0.325 0 1 35 72 2 0 1
Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 1 R TLHPEDGSPIIVEQGDTVR I 3 2062.0331 2062.0369 0.0038 0 1.82 4.351 0.285 0.1 1 35 72 2 0 1
Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 1 R TLHPEDGSPIIVEQGDTVR I 3 2062.0331 2062.0347 0.0016 0 0.76 4.064 0.292 0 1 33 72 2 0 1



Q5V2E5_HALMA 1 Membrane protein Pan1 pan1a rrnAC1378 383 19.8 4 9 1 R TLHPEDGSPIIVEQGDTVR I 3 2062.0331 2062.0321 -0.0010 0 -0.48 4.872 0.287 0 1 33 72 2 0 1
Q5V2E6_HALMA 1 Halocyanin-like hcp6 rrnAC1377 258 9.7 1 9 1 K GAAHNVVAEDETFNSGSSASGTGVK F 2 2391.0938 2391.0854 -0.0084 0 -3.50 3.82 0.466 0 1 23 48 2 0 1
Q5V2E6_HALMA 1 Halocyanin-like hcp6 rrnAC1377 258 9.7 1 9 1 K GAAHNVVAEDETFNSGSSASGTGVK F 2 2391.0938 2391.0934 -0.0005 0 -0.19 5.251 0.55 0 1 24 48 2 0 1
Q5V2E6_HALMA 1 Halocyanin-like hcp6 rrnAC1377 258 9.7 1 9 1 K GAAHNVVAEDETFNSGSSASGTGVK F 2 2391.0938 2391.0934 -0.0005 0 -0.19 5.319 0.405 0 1 25 48 2 0 1
Q5V2E6_HALMA 1 Halocyanin-like hcp6 rrnAC1377 258 9.7 1 9 1 K GAAHNVVAEDETFNSGSSASGTGVK F 3 2391.0938 2391.0963 0.0025 0 1.02 5.085 0.503 0 1 38 96 2 0 1
Q5V2E6_HALMA 1 Halocyanin-like hcp6 rrnAC1377 258 9.7 1 9 1 K GAAHNVVAEDETFNSGSSASGTGVK F 2 2391.0938 2391.1054 0.0116 0 4.86 5.608 0.494 0 1 29 48 2 0 1
Q5V2E6_HALMA 1 Halocyanin-like hcp6 rrnAC1377 258 9.7 1 9 1 K GAAHNVVAEDETFNSGSSASGTGVK F 3 2391.0938 2392.1048 1.0110 -1.0034 3.20 4.601 0.479 0 1 38 96 2 0 1
Q5V2E6_HALMA 1 Halocyanin-like hcp6 rrnAC1377 258 9.7 1 9 1 K GAAHNVVAEDETFNSGSSASGTGVK F 3 2391.0938 2391.0944 0.0006 0 0.26 5.052 0.473 0 1 37 96 2 0 1
Q5V2E6_HALMA 1 Halocyanin-like hcp6 rrnAC1377 258 9.7 1 9 1 K GAAHNVVAEDETFNSGSSASGTGVK F 3 2391.0938 2391.0943 0.0004 0 0.18 5.098 0.487 0 1 37 96 2 0 1
Q5V2U0_HALMA 1 Hypothetical protein rrnAC1218 rrnAC1218 606 30.2 9 9 1 R GTPTAAQGTLDGLSPTDAPGALSGAISQAASLAGENAR V 3 3493.7285 3493.7334 0.0049 0 1.40 5.458 0.501 0 1 37 148 2 0 1
Q5V2U0_HALMA 1 Hypothetical protein rrnAC1218 rrnAC1218 606 30.2 9 9 1 R AVYYLADREPLPALNHETGETVR F 3 2613.3187 2613.3239 0.0052 0 1.97 5.347 0.453 0 1 34 88 2 1 1
Q5V2U0_HALMA 1 Hypothetical protein rrnAC1218 rrnAC1218 606 30.2 9 9 1 R AVYYLADREPLPALNHETGETVR F 3 2613.3187 2613.3219 0.0031 0 1.20 6.199 0.573 0 1 35 88 2 1 1
Q5V2U0_HALMA 1 Hypothetical protein rrnAC1218 rrnAC1218 606 30.2 9 9 1 R LSPGDSFPTDDSVYVAAPADAAVDVLVLTNDR N 3 3289.5990 3290.6182 1.0191 -1.0034 4.80 4.483 0.447 0 1 33 124 2 0 1
Q5V2U0_HALMA 1 Hypothetical protein rrnAC1218 rrnAC1218 606 30.2 9 9 1 R LSPGDSFPTDDSVYVAAPADAAVDVLVLTNDRNR Y 3 3559.7430 3561.7582 2.0151 -2.0067 2.37 4.015 0.478 0 1 37 132 2 1 1
Q5V2U0_HALMA 1 Hypothetical protein rrnAC1218 rrnAC1218 606 30.2 9 9 0.9999 R SGSAQVQLSDGTPLIATEDR N 2 2044.0073 2044.2054 0.1981 0 96.93 3.083 0.266 0 3 15 38 2 0 1
Q5V2U0_HALMA 1 Hypothetical protein rrnAC1218 rrnAC1218 606 30.2 9 9 1 R SSLLPGNVETGRELVEDGGGVAVLAQDNLPQR Y 3 3289.6902 3289.6990 0.0088 0 2.67 4.472 0.4 0 1 44 124 2 1 1
Q5V301_HALMA 1 Hypothetical protein rrnAC1150 rrnAC1150 257 17.5 3 9 1 R TLSYALVGTVLGAAGSVLYDVAGLAR L 3 2536.3901 2537.4001 1.0100 -1.0034 2.62 5.144 0.472 0 1 36 100 2 0 1
Q5V301_HALMA 1 Hypothetical protein rrnAC1150 rrnAC1150 257 17.5 3 9 1 R SLPLVGDLFQR L 2 1243.6924 1243.6944 0.0020 0 1.61 2.832 0.323 0 1 18 20 2 0 1
Q5V301_HALMA 1 Hypothetical protein rrnAC1150 rrnAC1150 257 17.5 3 9 1 R SLPLVGDLFQR L 2 1243.6924 1243.6946 0.0021 0 1.71 2.739 0.336 0 1 18 20 2 0 1
Q5V301_HALMA 1 Hypothetical protein rrnAC1150 rrnAC1150 257 17.5 3 9 1 R SLPLVGDLFQR L 2 1243.6924 1243.6947 0.0023 0 1.81 2.765 0.339 0 1 17 20 2 0 1
Q5V301_HALMA 1 Hypothetical protein rrnAC1150 rrnAC1150 257 17.5 3 9 1 R SLPLVGDLFQR L 2 1243.6924 1243.6955 0.0031 0 2.50 2.851 0.317 0 1 18 20 2 0 1
Q5V301_HALMA 1 Hypothetical protein rrnAC1150 rrnAC1150 257 17.5 3 9 0.9999 R SLPLVGDLFQR L 2 1243.6924 1243.7054 0.0130 0 10.47 2.586 0.311 0 1 13 20 2 0 1
Q5V301_HALMA 1 Hypothetical protein rrnAC1150 rrnAC1150 257 17.5 3 9 0.9975 R SLPLVGDLFQR L 2 1243.6924 1243.7054 0.0130 0 10.47 2.561 0.136 0.1 4 13 20 2 0 1
Q5V301_HALMA 1 Hypothetical protein rrnAC1150 rrnAC1150 257 17.5 3 9 0.9974 R SLPLVGDLFQR L 2 1243.6924 1243.6946 0.0021 0 1.71 2.908 0.044 0.1 1 17 20 2 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 1 R LSEGPESAGFSEGSVR T 2 1607.7427 1607.7437 0.0010 0 0.64 4.554 0.545 0 1 22 30 2 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 1 R LSEGPESAGFSEGSVR T 2 1607.7427 1607.7426 -0.0001 0 -0.05 4.664 0.552 0 1 24 30 2 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 1 R LSEGPESAGFSEGSVR T 2 1607.7427 1607.7445 0.0018 0 1.09 4.598 0.587 0 1 22 30 2 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 1 R LSEGPESAGFSEGSVR T 2 1607.7427 1607.7457 0.0030 0 1.85 4.258 0.581 0 1 25 30 2 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 0.9999 R LSEGPESAGFSEGSVR T 2 1607.7427 1607.7430 0.0003 0 0.18 3.25 0.251 0 1 20 30 2 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 1 A TPVDDGQTTAVTENVDVWER S 2 2231.0342 2231.0404 0.0062 0 2.76 6.439 0.28 0 1 29 38 1 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 1 A TPVDDGQTTAVTENVDVWER S 2 2231.0342 2231.0389 0.0047 0 2.10 6.486 0.289 0 1 29 38 1 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 1 A TPVDDGQTTAVTENVDVWER S 2 2231.0342 2231.0382 0.0040 0 1.77 6.346 0.295 0 1 29 38 1 0 1
Q5V3A2_HALMA 1 Hypothetical protein rrnAC1035 rrnAC1035 565 6.4 2 9 0.9972 A TPVDDGQTTAVTENVDVWER S 2 2231.0342 2231.0343 0.0001 0 0.02 3.922 0.214 0 1 24 38 1 0 1
Q5V3B5_HALMA 1 Hypothetical protein rrnAC1022 rrnAC1022 481 11 4 9 0.9998 R SVVLVLDHR Q 2 1036.6029 1036.6054 0.0025 0 2.43 2.35 0.257 0.2 1 13 16 2 0 1
Q5V3B5_HALMA 1 Hypothetical protein rrnAC1022 rrnAC1022 481 11 4 9 0.9999 R AEATRDPLGYVTIDDAGVTESRVPVAR A 4 2857.4570 2857.4650 0.0080 0 2.80 3.761 0.242 0 1 40 156 2 2 1
Q5V3B5_HALMA 1 Hypothetical protein rrnAC1022 rrnAC1022 481 11 4 9 0.9998 R QTLGDGAPGETKLEHLK A 3 1792.9319 1792.9314 -0.0006 0 -0.32 2.85 0.297 0.2 3 22 64 2 1 1
Q5V3B5_HALMA 1 Hypothetical protein rrnAC1022 rrnAC1022 481 11 4 9 0.9971 R QTLGDGAPGETKLEHLK A 3 1792.9319 1792.9332 0.0013 0 0.70 2.882 0.173 0.8 1 25 64 2 1 1
Q5V3B5_HALMA 1 Hypothetical protein rrnAC1022 rrnAC1022 481 11 4 9 1 R SVVLVLDHR Q 2 1036.6029 1036.6054 0.0025 0 2.43 2.605 0.339 0 1 14 16 2 0 1
Q5V3B5_HALMA 1 Hypothetical protein rrnAC1022 rrnAC1022 481 11 4 9 1 R SVVLVLDHR Q 2 1036.6029 1036.6054 0.0025 0 2.43 2.982 0.227 0 1 14 16 2 0 1
Q5V3B5_HALMA 1 Hypothetical protein rrnAC1022 rrnAC1022 481 11 4 9 1 R SVVLVLDHR Q 2 1036.6029 1036.6046 0.0017 0 1.61 3.093 0.238 0 1 14 16 2 0 1
Q5V3B5_HALMA 1 Hypothetical protein rrnAC1022 rrnAC1022 481 11 4 9 0.9999 R SVVLVLDHRQTLGDGAPGETKLEHLK A 4 2811.5243 2811.2919 -0.2324 0 -82.65 3.821 0.285 0.2 3 38 150 2 2 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 1 R NEPATSVSLDRPQSGSGGEANE - 2 2200.9832 2202.0054 1.0222 -1.0034 8.58 4.869 0.564 0 1 25 42 2 0 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 1 K AIREDETVTQSLGK D 2 1545.7998 1545.8026 0.0028 0 1.79 3.902 0.433 0 1 18 26 2 1 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 0.9999 K AIREDETVTQSLGK D 3 1545.7998 1545.8014 0.0016 0 1.03 3.207 0.277 0.1 1 25 52 2 1 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 0.9998 K AIREDETVTQSLGK D 3 1545.7998 1545.8012 0.0014 0 0.91 3.198 0.238 0.2 1 24 52 2 1 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 0.9998 K AIREDETVTQSLGK D 2 1545.7998 1545.8030 0.0031 0 2.02 3.121 0.365 0 6 13 26 2 1 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 0.9996 K AIREDETVTQSLGK D 3 1545.7998 1545.8034 0.0036 0 2.33 3.136 0.224 0.1 2 25 52 2 1 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 0.9991 K AIREDETVTQSLGK D 3 1545.7998 1545.8020 0.0021 0 1.38 3.142 0.184 0.2 1 28 52 2 1 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 1 K AIREDETVTQSLGKDTR R 4 1917.9756 1917.9750 -0.0006 0 -0.30 3.134 0.272 0.1 1 33 96 2 2 1
Q5V3U3_HALMA 1 High-affinity branched-chain amino acid transport protein livM rrnAC0825 460 11.7 4 9 1 R NEPATSVSLDRPQSGSGGEANE - 2 2200.9832 2200.9864 0.0032 0 1.45 4.464 0.614 0 1 23 42 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase rrnAC0423 rrnAC0423 444 22.5 7 9 0.9979 R LQGEGLETHAFSANVQISR Q 2 2056.0337 2056.8961 0.8624 -1.0034 -68.57 2.699 0.223 0.1 1 14 36 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase rrnAC0423 rrnAC0423 444 22.5 7 9 1 K HANATDNIFEWNAFIR E 3 1917.9122 1917.9164 0.0042 0 2.18 3.872 0.408 0 1 25 60 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase rrnAC0423 rrnAC0423 444 22.5 7 9 1 R SPVDHEPQLTEYLGLNMWR E 3 2284.0946 2284.0920 -0.0026 0 -1.15 4.207 0.409 0 1 33 72 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase rrnAC0423 rrnAC0423 444 22.5 7 9 1 R THTVSDSGAQEGLSYVR G 3 1805.8544 1805.8562 0.0018 0 1.00 3.569 0.423 0 1 24 64 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase rrnAC0423 rrnAC0423 444 22.5 7 9 0.9997 M TSVALIVLDTLRK D 2 1427.8711 1427.8733 0.0021 0 1.50 3.307 0.392 0 1 19 24 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase rrnAC0423 rrnAC0423 444 22.5 7 9 0.9996 M TSVALIVLDTLRK D 2 1427.8711 1427.8725 0.0014 0 0.99 3.352 0.358 0 1 19 24 2 0 1
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 1 R GALQSVDDGQLEAAR A 2 1528.7481 1528.7496 0.0015 0 0.97 4.934 0.367 0 1 23 28 2 0 1
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 1 R GALQSVDDGQLEAAR A 2 1528.7481 1528.7454 -0.0027 0 -1.75 4.128 0.457 0 1 23 28 2 0 1
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 1 R GALQSVDDGQLEAAR A 2 1528.7481 1528.7489 0.0008 0 0.49 4.209 0.445 0 1 22 28 2 0 1
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 0.9993 R HVVVPQALR R 2 1017.6083 1017.6089 0.0005 0 0.53 2.171 0.233 0 2 12 16 2 0 1
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 1 R LVEQVGVVLR G 2 1110.6761 1110.6777 0.0016 0 1.43 3.034 0.392 0 1 17 18 2 0 1
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 1 R LVEQVGVVLR G 2 1110.6761 1111.6187 0.9426 -1.0034 -54.67 3.372 0.289 0 1 17 18 2 0 1
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 0.9999 R LVEQVGVVLR G 2 1110.6761 1111.6180 0.9419 -1.0034 -55.33 3.071 0.28 0 1 16 18 2 0 1
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 1 R SAAYQSQIFR G 2 1169.5829 1169.5854 0.0025 0 2.16 2.663 0.425 0 1 14 18 2 0 2 Q5V1F4_HALMA 
Q5V4Y0_HALMA 1 Glutamine-binding periplasmic protein of glutamine ABCtransporter glnP rrnAC0380 226 19.5 4 9 0.9999 R SAAYQSQIFR G 2 1169.5829 1169.5854 0.0025 0 2.16 2.225 0.36 0 3 13 18 2 0 2 Q5V1F4_HALMA 
Q5V4Y2_HALMA 1 Amino acid ABC transporter permease protein yckA-1 rrnAC0377 325 18.8 5 9 0.9720 R AIGLSKLEGIR Y 2 1155.6975 1155.7054 0.0079 0 6.86 2.205 0.226 0.4 15 13 20 2 1 1
Q5V4Y2_HALMA 1 Amino acid ABC transporter permease protein yckA-1 rrnAC0377 325 18.8 5 9 1 R ASLDSVDGGQLTAAR A 2 1459.7267 1459.7262 -0.0006 0 -0.38 4.17 0.517 0 1 20 28 2 0 1
Q5V4Y2_HALMA 1 Amino acid ABC transporter permease protein yckA-1 rrnAC0377 325 18.8 5 9 1 R LALPSWTNELVYLIK Y 3 1758.9920 1759.9949 1.0029 -1.0034 -0.27 4.928 0.388 0 1 31 56 2 0 1
Q5V4Y2_HALMA 1 Amino acid ABC transporter permease protein yckA-1 rrnAC0377 325 18.8 5 9 1 R LALPSWTNELVYLIK Y 2 1758.9920 1760.0054 1.0134 -1.0034 5.73 2.805 0.435 0 1 17 28 2 0 1
Q5V4Y2_HALMA 1 Amino acid ABC transporter permease protein yckA-1 rrnAC0377 325 18.8 5 9 1 R LALPSWTNELVYLIK Y 3 1758.9920 1758.9911 -0.0009 0 -0.52 4.309 0.437 0 1 28 56 2 0 1
Q5V4Y2_HALMA 1 Amino acid ABC transporter permease protein yckA-1 rrnAC0377 325 18.8 5 9 1 R WLALSYTELIR G 2 1363.7500 1363.7502 0.0002 0 0.14 3.107 0.455 0 1 18 20 2 0 1
Q5V4Z7_HALMA 1 4-hydroxybenzoate 3-monooxygenase (EC 1.14.13.2) rrnAC0359 rrnAC0359 452 20.6 6 9 0.9999 R DWRPGDWDR A 3 1201.5264 1201.5303 0.0038 0 3.20 2.582 0.283 0.1 13 17 32 2 0 1
Q5V4Z7_HALMA 1 4-hydroxybenzoate 3-monooxygenase (EC 1.14.13.2) rrnAC0359 rrnAC0359 452 20.6 6 9 0.9990 R DWRPGDWDR A 3 1201.5264 1201.5293 0.0028 0 2.36 2.648 0.145 0.3 2 18 32 2 0 1
Q5V4Z7_HALMA 1 4-hydroxybenzoate 3-monooxygenase (EC 1.14.13.2) rrnAC0359 rrnAC0359 452 20.6 6 9 1 R EGTGPDSTDAAGLLDYWFDIMDIPR S 2 2754.2483 2754.2433 -0.0051 0 -1.84 4.602 0.546 0 1 21 48 2 0 1
Q5V4Z7_HALMA 1 4-hydroxybenzoate 3-monooxygenase (EC 1.14.13.2) rrnAC0359 rrnAC0359 452 20.6 6 9 0.9983 - MEHVDVAIVGGGPAGSSAAEAAANHGADAVLLEK G 4 3213.5724 3213.5856 0.0132 0 4.11 3.413 0.075 0.4 1 49 198 2 0 1
Q5V4Z7_HALMA 1 4-hydroxybenzoate 3-monooxygenase (EC 1.14.13.2) rrnAC0359 rrnAC0359 452 20.6 6 9 1 R VGVSVTSVETDLR N 2 1360.7198 1360.7226 0.0028 0 2.06 3.389 0.491 0 1 20 24 2 0 1
Q5V4Z7_HALMA 1 4-hydroxybenzoate 3-monooxygenase (EC 1.14.13.2) rrnAC0359 rrnAC0359 452 20.6 6 9 1 R VGVSVTSVETDLR N 2 1360.7198 1360.7201 0.0002 0 0.18 3.562 0.455 0 1 20 24 2 0 1
Q5V4Z7_HALMA 1 4-hydroxybenzoate 3-monooxygenase (EC 1.14.13.2) rrnAC0359 rrnAC0359 452 20.6 6 9 0.9999 R VGVSVTSVETDLR N 2 1360.7198 1360.7254 0.0056 0 4.13 2.771 0.294 0.1 1 17 24 2 0 1
Q5V4Z7_HALMA 1 4-hydroxybenzoate 3-monooxygenase (EC 1.14.13.2) rrnAC0359 rrnAC0359 452 20.6 6 9 0.9994 R VGVSVTSVETDLRNSPR H 3 1814.9486 1812.8642 -2.0844 2 -46.51 2.496 0.456 0 1 27 64 2 1 1
Q5V551_HALMA 1 Serine protease HtrA htrA1 rrnAC0296 361 25.2 4 9 1 R VAEANNLDPGSGVYITR V 2 1774.8850 1774.8878 0.0028 0 1.56 4.422 0.516 0 1 24 32 2 0 1
Q5V551_HALMA 1 Serine protease HtrA htrA1 rrnAC0296 361 25.2 4 9 1 R GGQGSGFLIDDEHIVTNEHVVAGGDEYYVR F 3 3232.5061 3234.5182 2.0120 -2.0067 1.65 5.571 0.314 0 1 39 116 2 0 1
Q5V551_HALMA 1 Serine protease HtrA htrA1 rrnAC0296 361 25.2 4 9 1 R QALGSFLALETSPGETVDVLVER D 2 2430.2642 2430.2752 0.0110 0 4.53 4.96 0.455 0 1 26 44 2 0 1
Q5V551_HALMA 1 Serine protease HtrA htrA1 rrnAC0296 361 25.2 4 9 0.9978 R QALGSFLALETSPGETVDVLVER D 3 2430.2642 2430.2774 0.0131 0 5.41 4.217 0.06 0 1 32 88 2 0 1
Q5V551_HALMA 1 Serine protease HtrA htrA1 rrnAC0296 361 25.2 4 9 0.9868 R QALGSFLALETSPGETVDVLVER D 3 2430.2642 2430.2862 0.0219 0 9.02 3.752 0.061 0.1 18 26 88 2 0 1
Q5V551_HALMA 1 Serine protease HtrA htrA1 rrnAC0296 361 25.2 4 9 1 R VAEANNLDPGSGVYITR V 2 1774.8850 1774.8883 0.0033 0 1.83 4.776 0.462 0 1 21 32 2 0 1
Q5V551_HALMA 1 Serine protease HtrA htrA1 rrnAC0296 361 25.2 4 9 0.9651 R VVPSLIQTGDYDHPYMGVGLR S 3 2316.1572 2316.1622 0.0050 0 2.14 1.151 0.224 2.1 1 29 80 2 0 1
Q5V5X8_HALMA 1 Hypothetical protein pNG7384 pNG7384 241 22 5 9 1 R RLESEVIDTTSKADRVTAAEDVDR S 4 2675.3362 2675.3420 0.0058 0 2.15 5.099 0.357 0 1 46 138 2 2 1
Q5V5X8_HALMA 1 Hypothetical protein pNG7384 pNG7384 241 22 5 9 1 K NNDSSAPGTGSVSDPDTVVTR V 2 2074.9403 2074.9454 0.0051 0 2.47 4.422 0.494 0 1 24 40 2 0 1
Q5V5X8_HALMA 1 Hypothetical protein pNG7384 pNG7384 241 22 5 9 1 K NNDSSAPGTGSVSDPDTVVTR V 2 2074.9403 2075.9454 1.0051 -1.0034 0.85 3.207 0.381 0 1 21 40 2 0 1
Q5V5X8_HALMA 1 Hypothetical protein pNG7384 pNG7384 241 22 5 9 1 R RLESEVIDTTSK A 2 1376.7147 1376.7154 0.0007 0 0.51 3.437 0.309 0 1 19 22 2 0 1
Q5V5X8_HALMA 1 Hypothetical protein pNG7384 pNG7384 241 22 5 9 0.9999 R RLESEVIDTTSK A 2 1376.7147 1376.7153 0.0006 0 0.42 2.853 0.267 0 3 15 22 2 0 1
Q5V5X8_HALMA 1 Hypothetical protein pNG7384 pNG7384 241 22 5 9 0.9998 R RLESEVIDTTSK A 2 1376.7147 1376.7129 -0.0019 0 -1.35 2.933 0.237 0 3 15 22 2 0 1
Q5V5X8_HALMA 1 Hypothetical protein pNG7384 pNG7384 241 22 5 9 1 R RLESEVIDTTSKADR V 3 1718.8799 1718.8882 0.0082 0 4.80 4.721 0.456 0 1 33 56 2 1 1
Q5V5X8_HALMA 1 Hypothetical protein pNG7384 pNG7384 241 22 5 9 1 R RLESEVIDTTSKADR V 3 1718.8799 1718.8802 0.0003 0 0.17 4.819 0.433 0 1 29 56 2 1 1
Q5V6I3_HALMA 1 Putative Mn transporter mntH pNG7161 402 9 4 9 0.9996 R WSGPDDIGHSR I 3 1225.5476 1225.5492 0.0016 0 1.30 2.324 0.218 0.4 1 21 40 2 0 1
Q5V6I3_HALMA 1 Putative Mn transporter mntH pNG7161 402 9 4 9 1 R LGLVSGEGLGEALR E 2 1369.7565 1369.7654 0.0089 0 6.52 3.488 0.392 0 1 21 26 2 0 1
Q5V6I3_HALMA 1 Putative Mn transporter mntH pNG7161 402 9 4 9 1 R LGLVSGEGLGEALR E 2 1369.7565 1369.7654 0.0089 0 6.52 3.667 0.378 0 1 23 26 2 0 1
Q5V6I3_HALMA 1 Putative Mn transporter mntH pNG7161 402 9 4 9 1 R LGLVSGEGLGEALR E 2 1369.7565 1370.1654 0.4089 0 298.54 3.049 0.382 0 1 20 26 2 0 1
Q5V6I3_HALMA 1 Putative Mn transporter mntH pNG7161 402 9 4 9 1 R LGLVSGEGLGEALR E 2 1369.7565 1369.7454 -0.0111 0 -8.09 3.388 0.386 0 1 23 26 2 0 1
Q5V6I3_HALMA 1 Putative Mn transporter mntH pNG7161 402 9 4 9 1 R LGLVSGEGLGEALR E 2 1369.7565 1369.7454 -0.0111 0 -8.09 3.331 0.388 0 1 22 26 2 0 1
Q5V6I3_HALMA 1 Putative Mn transporter mntH pNG7161 402 9 4 9 1 R WSGPDDIGHSR I 3 1225.5476 1225.5497 0.0021 0 1.67 2.566 0.295 0.2 1 19 40 2 0 1
Q5V6S6_HALMA 1 Hypothetical protein pNG7058 pNG7058 166 30.1 4 9 1 R ADIGEWWNR N 2 1145.5254 1145.5256 0.0002 0 0.16 3.134 0.335 0 1 15 16 2 0 1
Q5V6S6_HALMA 1 Hypothetical protein pNG7058 pNG7058 166 30.1 4 9 0.9999 R ADIGEWWNR N 2 1145.5254 1145.5270 0.0015 0 1.33 2.29 0.314 0.1 1 14 16 2 0 1
Q5V6S6_HALMA 1 Hypothetical protein pNG7058 pNG7058 166 30.1 4 9 0.9997 R ADIGEWWNR N 2 1145.5254 1147.5254 2.0000 -2.0067 -5.83 3.217 0.215 0.1 2 14 16 2 0 1
Q5V6S6_HALMA 1 Hypothetical protein pNG7058 pNG7058 166 30.1 4 9 1 R SQNTDQLPVRVETLDAR G 3 1940.9915 1940.9917 0.0002 0 0.10 3.486 0.446 0 1 24 64 2 1 1
Q5V6S6_HALMA 1 Hypothetical protein pNG7058 pNG7058 166 30.1 4 9 1 R SQNTDQLPVRVETLDAR G 3 1940.9915 1940.9956 0.0040 0 2.08 2.836 0.418 0 1 30 64 2 1 1
Q5V6S6_HALMA 1 Hypothetical protein pNG7058 pNG7058 166 30.1 4 9 0.9999 R SQNTDQLPVRVETLDAR G 3 1940.9915 1940.9970 0.0055 0 2.84 2.846 0.299 0.1 1 27 64 2 1 1



Q5V741_HALMA 1 Zinc-transporting ATPase zntA1 pNG6081 894 14.1 9 9 0.9744 R IVEMVEDAQSNKTEREQFVER F 3 2536.2227 2537.2282 1.0054 -1.0034 0.83 2.736 0.227 1.1 43 20 80 2 2 1
Q5V741_HALMA 1 Zinc-transporting ATPase zntA1 pNG6081 894 14.1 9 9 1 K AGYTVEDTGEVSSK F 2 1441.6572 1441.6604 0.0032 0 2.18 3.885 0.512 0 1 21 26 2 0 1
Q5V741_HALMA 1 Zinc-transporting ATPase zntA1 pNG6081 894 14.1 9 9 0.9574 K GTLTVSYDGEQTSATAIANR V 2 2053.9916 2055.9054 1.9138 -2.0067 -45.22 2.704 0.067 1.4 1 19 38 2 0 1
Q5V741_HALMA 1 Zinc-transporting ATPase zntA1 pNG6081 894 14.1 9 9 0.9932 R IVEMVEDAQSNKTER E 2 1747.8410 1747.8381 -0.0029 0 -1.67 4.439 0.464 0 1 22 28 2 1 1
Q5V741_HALMA 1 Zinc-transporting ATPase zntA1 pNG6081 894 14.1 9 9 1 K LPYLYELAHDANGVIR Q 3 1842.9628 1843.9582 0.9953 -1.0034 -4.34 3.727 0.522 0 1 31 60 2 0 1
Q5V741_HALMA 1 Zinc-transporting ATPase zntA1 pNG6081 894 14.1 9 9 0.9999 V PVDEVAVGDVVVVKPGEK I 2 1835.0040 1836.2854 1.2814 -1.0034 151.54 4.285 0.509 0 1 20 34 1 0 1
Q5V741_HALMA 1 Zinc-transporting ATPase zntA1 pNG6081 894 14.1 9 9 1 K RDDTTETVPVDEVAVGDVVVVKPGEK I 3 2752.4130 2754.4282 2.0151 -2.0067 3.07 7.048 0.455 0 1 35 100 2 0 1
Q5V844_HALMA 1 Hypothetical protein pNG2015 pNG2015 204 23 3 9 1 R VVYIDTSSDSSATLGR W 2 1669.8159 1669.8181 0.0022 0 1.30 4.847 0.552 0 1 25 30 2 0 1
Q5V844_HALMA 1 Hypothetical protein pNG2015 pNG2015 204 23 3 9 0.9162 R DSDNKVLSSAGGPDSRLNLSAATVR V 3 2529.2783 2529.2851 0.0067 0 2.66 3.009 0.053 0.9 2 28 96 2 2 1
Q5V844_HALMA 1 Hypothetical protein pNG2015 pNG2015 204 23 3 9 1 R VVYIDTSSDSSATLGR W 2 1669.8159 1669.8218 0.0058 0 3.49 3.683 0.473 0 1 22 30 2 0 1
Q5V844_HALMA 1 Hypothetical protein pNG2015 pNG2015 204 23 3 9 1 R VVYIDTSSDSSATLGR W 2 1669.8159 1669.8198 0.0039 0 2.32 4.292 0.549 0 1 25 30 2 0 1
Q5V844_HALMA 1 Hypothetical protein pNG2015 pNG2015 204 23 3 9 1 R VVYIDTSSDSSATLGR W 2 1669.8159 1669.8178 0.0019 0 1.15 3.722 0.468 0 1 25 30 2 0 1
Q5V844_HALMA 1 Hypothetical protein pNG2015 pNG2015 204 23 3 9 1 R VVYIDTSSDSSATLGR W 2 1669.8159 1669.8183 0.0024 0 1.44 4.446 0.552 0 1 25 30 2 0 1
Q5V844_HALMA 1 Hypothetical protein pNG2015 pNG2015 204 23 3 9 1 R VVYIDTSSDSSATLGRWEGPDV - 2 2353.1074 2353.1041 -0.0033 0 -1.41 5.409 0.552 0 1 26 42 2 1 1
Q5V844_HALMA 1 Hypothetical protein pNG2015 pNG2015 204 23 3 9 1 R VVYIDTSSDSSATLGRWEGPDV - 2 2353.1074 2353.1163 0.0089 0 3.78 5.179 0.594 0 1 26 42 2 1 1
Q5UX87_HALMA 1 Hypothetical protein rrnAC3437 rrnAC3437 426 13.4 5 8 1 R LKSEFDLGDAAVSIDEQGR A 3 2049.0014 2049.0067 0.0053 0 2.59 4.163 0.376 0 1 34 72 2 1 1
Q5UX87_HALMA 1 Hypothetical protein rrnAC3437 rrnAC3437 426 13.4 5 8 0.9999 K KLSADVVEFVGGRDEVR I 3 1874.9850 1874.9926 0.0076 0 4.06 3.616 0.266 0.1 6 23 64 2 1 1
Q5UX87_HALMA 1 Hypothetical protein rrnAC3437 rrnAC3437 426 13.4 5 8 0.9824 K LSADVVEFVGGRDEVR I 3 1746.8900 1746.8924 0.0024 0 1.37 2.511 0.172 0.8 10 23 60 2 1 1
Q5UX87_HALMA 1 Hypothetical protein rrnAC3437 rrnAC3437 426 13.4 5 8 0.9976 K RLSLQGLR E 2 941.5770 941.5786 0.0016 0 1.66 2.85 0.045 0.4 4 12 14 2 0 1
Q5UXK7_HALMA 1 Epoxide hydrolase-related protein yfhM rrnAC3304 313 17.9 3 8 0.9905 R LPAASHWVQFDAPEQVSELLLSHLP - 3 2783.4282 2783.4340 0.0058 0 2.07 2.936 0.112 0.2 5 25 96 2 0 1
Q5UXK7_HALMA 1 Epoxide hydrolase-related protein yfhM rrnAC3304 313 17.9 3 8 0.9967 K HQLPALADAGYR V 2 1310.6731 1310.6654 -0.0077 0 -5.86 2.178 0.189 0.1 3 13 22 2 0 1
Q5UXK7_HALMA 1 Epoxide hydrolase-related protein yfhM rrnAC3304 313 17.9 3 8 1 R ILTDGPTRPDAFTETDVRR Y 3 2159.0971 2159.1009 0.0038 0 1.75 3.18 0.388 0 7 24 72 2 0 1
Q5UXK7_HALMA 1 Epoxide hydrolase-related protein yfhM rrnAC3304 313 17.9 3 8 0.9962 R ILTDGPTRPDAFTETDVRR Y 3 2159.0971 2159.0974 0.0003 0 0.14 2.769 0.162 0.4 10 24 72 2 0 1
Q5UXK7_HALMA 1 Epoxide hydrolase-related protein yfhM rrnAC3304 313 17.9 3 8 1 R LPAASHWVQFDAPEQVSELLLSHLP - 3 2783.4282 2783.4387 0.0105 0 3.78 3.693 0.353 0 1 28 96 2 0 1
Q5UXK7_HALMA 1 Epoxide hydrolase-related protein yfhM rrnAC3304 313 17.9 3 8 0.9993 R LPAASHWVQFDAPEQVSELLLSHLP - 3 2783.4282 2783.4285 0.0003 0 0.09 3.639 0.17 0.3 4 26 96 2 0 1
Q5UXK7_HALMA 1 Epoxide hydrolase-related protein yfhM rrnAC3304 313 17.9 3 8 0.9949 R LPAASHWVQFDAPEQVSELLLSHLP - 4 2783.4282 2783.4345 0.0063 0 2.26 2.819 0.075 1.7 3 34 144 2 0 1
Q5UXK7_HALMA 1 Epoxide hydrolase-related protein yfhM rrnAC3304 313 17.9 3 8 0.9426 R LPAASHWVQFDAPEQVSELLLSHLP - 4 2783.4282 2785.4509 2.0227 -2.0067 5.74 3.181 0.145 1 117 29 144 2 0 1
Q5UXM6_HALMA 1 Hypothetical protein rrnAC3283 rrnAC3283 258 9.7 1 8 1 R VSGNNEEEFRSDTAHHYTEESQAAR Q 4 2863.2393 2863.2446 0.0053 0 1.83 3.497 0.495 0 1 37 144 2 1 1
Q5UXM6_HALMA 1 Hypothetical protein rrnAC3283 rrnAC3283 258 9.7 1 8 1 R VSGNNEEEFRSDTAHHYTEESQAAR Q 3 2863.2393 2863.2427 0.0034 0 1.18 5.03 0.506 0 1 33 96 2 1 1
Q5UXM6_HALMA 1 Hypothetical protein rrnAC3283 rrnAC3283 258 9.7 1 8 1 R VSGNNEEEFRSDTAHHYTEESQAAR Q 4 2863.2393 2863.2453 0.0060 0 2.09 2.542 0.444 0.1 1 40 144 2 1 1
Q5UXM6_HALMA 1 Hypothetical protein rrnAC3283 rrnAC3283 258 9.7 1 8 1 R VSGNNEEEFRSDTAHHYTEESQAAR Q 3 2863.2393 2863.2410 0.0017 0 0.60 5.358 0.535 0 1 34 96 2 1 1
Q5UXM6_HALMA 1 Hypothetical protein rrnAC3283 rrnAC3283 258 9.7 1 8 1 R VSGNNEEEFRSDTAHHYTEESQAAR Q 3 2863.2393 2863.2451 0.0058 0 2.01 4.938 0.473 0 1 32 96 2 1 1
Q5UXM6_HALMA 1 Hypothetical protein rrnAC3283 rrnAC3283 258 9.7 1 8 0.9997 R VSGNNEEEFRSDTAHHYTEESQAAR Q 3 2863.2393 2864.2333 0.9940 -1.0034 -3.27 4.297 0.236 0.1 1 27 96 2 1 1
Q5UXM6_HALMA 1 Hypothetical protein rrnAC3283 rrnAC3283 258 9.7 1 8 0.9483 R VSGNNEEEFRSDTAHHYTEESQAAR Q 5 2863.2393 2863.2461 0.0068 0 2.36 3.013 0.013 4.6 11 47 192 2 1 1
Q5UXT6_HALMA 1 Protein-export membrane protein SecF secF rrnAC3214 311 15.1 4 8 1 R SGGFYESTYR A 2 1165.5040 1165.5049 0.0008 0 0.71 3.521 0.525 0 1 16 18 2 0 1
Q5UXT6_HALMA 1 Protein-export membrane protein SecF secF rrnAC3214 311 15.1 4 8 1 R DNTFDEPVVSVQQVEGENR Y 2 2160.9923 2161.0035 0.0112 0 5.18 5.516 0.534 0 1 24 36 2 0 1
Q5UXT6_HALMA 1 Protein-export membrane protein SecF secF rrnAC3214 311 15.1 4 8 1 R DNTFDEPVVSVQQVEGENR Y 2 2160.9923 2160.9925 0.0002 0 0.09 5.339 0.51 0 1 24 36 2 0 1
Q5UXT6_HALMA 1 Protein-export membrane protein SecF secF rrnAC3214 311 15.1 4 8 1 V MFEFEVPEVDYTQYSNR Q 2 2152.9411 2152.9352 -0.0060 0 -2.77 4.555 0.523 0 1 24 32 1 0 1
Q5UXT6_HALMA 1 Protein-export membrane protein SecF secF rrnAC3214 311 15.1 4 8 1 V MFEFEVPEVDYTQYSNR Q 2 2152.9411 2153.9454 1.0043 -1.0034 0.45 5.076 0.599 0 1 26 32 1 0 1
Q5UXT6_HALMA 1 Protein-export membrane protein SecF secF rrnAC3214 311 15.1 4 8 1 V MFEFEVPEVDYTQYSNR Q 2 2152.9411 2153.9454 1.0043 -1.0034 0.45 4.985 0.597 0 1 24 32 1 0 1
Q5UXT6_HALMA 1 Protein-export membrane protein SecF secF rrnAC3214 311 15.1 4 8 0.9999 V MFEFEVPEVDYTQYSNR Q 2 2152.9411 2153.9454 1.0043 -1.0034 0.45 4.423 0.459 0 1 24 32 1 0 1
Q5UXT6_HALMA 1 Protein-export membrane protein SecF secF rrnAC3214 311 15.1 4 8 1 R RSGGFYESTYR A 2 1321.6051 1321.6050 -0.0002 0 -0.13 3.525 0.413 0 1 16 20 2 0 1
Q5UY15_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-6 rrnAC3129 363 8.8 2 8 0.9947 R ILHSPYGTVFR A 3 1288.6928 1288.6940 0.0011 0 0.88 2.488 0.175 0.5 68 19 40 2 0 1
Q5UY15_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-6 rrnAC3129 363 8.8 2 8 1 R DATATAAADTDAEVTGGLADR W 2 1990.9079 1990.9143 0.0064 0 3.19 5.624 0.541 0 1 30 40 2 0 1
Q5UY15_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-6 rrnAC3129 363 8.8 2 8 1 R DATATAAADTDAEVTGGLADR W 2 1990.9079 1990.9120 0.0040 0 2.03 4.519 0.503 0 1 27 40 2 0 1
Q5UY15_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-6 rrnAC3129 363 8.8 2 8 1 R ILHSPYGTVFR A 3 1288.6928 1288.6928 -0.0001 0 -0.04 2.745 0.329 0 3 24 40 2 0 1
Q5UY15_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-6 rrnAC3129 363 8.8 2 8 0.9998 R ILHSPYGTVFR A 3 1288.6928 1288.6943 0.0015 0 1.17 2.937 0.22 0.4 11 22 40 2 0 1
Q5UY15_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-6 rrnAC3129 363 8.8 2 8 0.9996 R ILHSPYGTVFR A 3 1288.6928 1288.6930 0.0002 0 0.17 2.878 0.2 0.5 6 21 40 2 0 1
Q5UY15_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-6 rrnAC3129 363 8.8 2 8 0.9951 R ILHSPYGTVFR A 2 1288.6928 1288.6926 -0.0002 0 -0.17 1.962 0.19 0 2 14 20 2 0 1
Q5UYK0_HALMA 1 Hypothetical protein rrnAC2913 rrnAC2913 337 18.1 5 8 1 R GYLLTNAAEGLAGWIGK R 2 1732.9148 1732.9254 0.0106 0 6.13 4.846 0.528 0 1 26 32 2 0 1
Q5UYK0_HALMA 1 Hypothetical protein rrnAC2913 rrnAC2913 337 18.1 5 8 1 R GYLLTNAAEGLAGWIGK R 2 1732.9148 1732.9254 0.0106 0 6.13 4.325 0.518 0 1 26 32 2 0 1
Q5UYK0_HALMA 1 Hypothetical protein rrnAC2913 rrnAC2913 337 18.1 5 8 1 R GYLLTNAAEGLAGWIGK R 3 1732.9148 1733.9234 1.0086 -1.0034 3.03 4.45 0.329 0 1 34 64 2 0 1
Q5UYK0_HALMA 1 Hypothetical protein rrnAC2913 rrnAC2913 337 18.1 5 8 0.9977 R GYLLTNAAEGLAGWIGKR R 3 1889.0159 1889.0139 -0.0020 0 -1.05 2.805 0.182 0.1 13 20 68 2 0 1
Q5UYK0_HALMA 1 Hypothetical protein rrnAC2913 rrnAC2913 337 18.1 5 8 1 R MGVALLSTTATGPK L 2 1345.7275 1346.7254 0.9979 -1.0034 -4.03 4.07 0.356 0 1 20 26 2 0 1
Q5UYK0_HALMA 1 Hypothetical protein rrnAC2913 rrnAC2913 337 18.1 5 8 0.9140 R REYGAVELLDDIATPQLR I 3 2058.0745 2058.0776 0.0031 0 1.49 2.428 0.043 1.6 16 21 68 2 0 1
Q5UYK0_HALMA 1 Hypothetical protein rrnAC2913 rrnAC2913 337 18.1 5 8 0.9997 M VRSDFIMEIRR Y 3 1420.7609 1420.7628 0.0019 0 1.33 3.942 0.34 0 2 22 40 2 1 1
Q5UZQ0_HALMA 1 Hypothetical protein rrnAC2444 rrnAC2444 744 17.3 6 8 0.9768 R ILALLATALAIGAPLR T 3 1576.0076 1576.9882 0.9805 -1.0034 -14.47 2.573 0.1 1.4 1 23 60 2 0 1
Q5UZQ0_HALMA 1 Hypothetical protein rrnAC2444 rrnAC2444 744 17.3 6 8 1 R AVLEQLAAIIVVPAALSQVPITR D 3 2371.4202 2371.4276 0.0074 0 3.12 4.038 0.396 0 1 35 88 2 0 1
Q5UZQ0_HALMA 1 Hypothetical protein rrnAC2444 rrnAC2444 744 17.3 6 8 1 R AVLEQLAAIIVVPAALSQVPITR D 3 2371.4202 2373.4279 2.0077 -2.0067 0.40 4.355 0.444 0 1 36 88 2 0 1
Q5UZQ0_HALMA 1 Hypothetical protein rrnAC2444 rrnAC2444 744 17.3 6 8 1 R TAILTANAENPYETALVVER W 2 2174.1219 2174.1251 0.0032 0 1.46 4.08 0.434 0 1 25 38 2 0 1
Q5UZQ0_HALMA 1 Hypothetical protein rrnAC2444 rrnAC2444 744 17.3 6 8 0.9253 R TGNPRPYDDQRLDSPPGETR T 3 2270.0676 2270.0702 0.0025 0 1.11 2.05 0.122 0.7 1 23 76 2 1 1
Q5UZQ0_HALMA 1 Hypothetical protein rrnAC2444 rrnAC2444 744 17.3 6 8 1 R YGGEVSEAMADEAVEIADGIVSER - 3 2496.1326 2496.1362 0.0036 0 1.43 4.696 0.446 0 1 32 92 2 0 1
Q5V0H2_HALMA 1 Hypothetical protein rrnAC2136 rrnAC2136 410 5.1 1 8 1 R DLETTVPAELLGLVAVPVLVR A 2 2203.2827 2203.2850 0.0023 0 1.04 3.762 0.394 0 1 22 40 2 0 1
Q5V0H2_HALMA 1 Hypothetical protein rrnAC2136 rrnAC2136 410 5.1 1 8 1 R DLETTVPAELLGLVAVPVLVR A 3 2203.2827 2203.2861 0.0034 0 1.53 5.815 0.462 0 1 33 80 2 0 1
Q5V0H2_HALMA 1 Hypothetical protein rrnAC2136 rrnAC2136 410 5.1 1 8 1 R DLETTVPAELLGLVAVPVLVR A 3 2203.2827 2203.2874 0.0047 0 2.11 4.595 0.422 0 1 31 80 2 0 1
Q5V0H2_HALMA 1 Hypothetical protein rrnAC2136 rrnAC2136 410 5.1 1 8 1 R DLETTVPAELLGLVAVPVLVR A 2 2203.2827 2203.2879 0.0052 0 2.37 4.069 0.377 0 1 23 40 2 0 1
Q5V0H2_HALMA 1 Hypothetical protein rrnAC2136 rrnAC2136 410 5.1 1 8 1 R DLETTVPAELLGLVAVPVLVR A 3 2203.2827 2203.2874 0.0047 0 2.11 5.453 0.461 0 1 34 80 2 0 1
Q5V0H2_HALMA 1 Hypothetical protein rrnAC2136 rrnAC2136 410 5.1 1 8 1 R DLETTVPAELLGLVAVPVLVR A 2 2203.2827 2203.2862 0.0035 0 1.59 3.93 0.393 0 1 21 40 2 0 1
Q5V0H2_HALMA 1 Hypothetical protein rrnAC2136 rrnAC2136 410 5.1 1 8 1 R DLETTVPAELLGLVAVPVLVR A 2 2203.2827 2203.2860 0.0033 0 1.48 3.182 0.283 0 1 17 40 2 0 1
Q5V0H2_HALMA 1 Hypothetical protein rrnAC2136 rrnAC2136 410 5.1 1 8 1 R DLETTVPAELLGLVAVPVLVR A 3 2203.2827 2203.2883 0.0056 0 2.53 5.322 0.47 0 1 35 80 2 0 1
Q5V0M5_HALMA 1 Hypothetical protein rrnAC2074 rrnAC2074 536 11.8 4 8 0.9920 D PVQPDYEFDADKQTLSDR L 3 2122.9807 2122.9872 0.0065 0 3.05 3.399 0.291 0 1 28 68 1 1 1
Q5V0M5_HALMA 1 Hypothetical protein rrnAC2074 rrnAC2074 536 11.8 4 8 0.9993 R AWYVDPVQPDYEFDADKQTLSDR L 3 2757.2558 2757.2550 -0.0008 0 -0.29 2.941 0.295 0.2 20 21 88 2 1 1
Q5V0M5_HALMA 1 Hypothetical protein rrnAC2074 rrnAC2074 536 11.8 4 8 0.9145 R AWYVDPVQPDYEFDADKQTLSDR L 3 2757.2558 2757.2514 -0.0045 0 -1.62 2.877 0.07 0.4 4 24 88 2 1 1
Q5V0M5_HALMA 1 Hypothetical protein rrnAC2074 rrnAC2074 536 11.8 4 8 0.9991 R DLFSLPFDK T 2 1080.5491 1080.5571 0.0080 0 7.38 2.541 0.171 0.1 4 13 16 2 0 1
Q5V0M5_HALMA 1 Hypothetical protein rrnAC2074 rrnAC2074 536 11.8 4 8 1 K SAGEPDAADGLLTTVPYEDAAAGLLAAEVGR V 3 2999.4724 3001.4782 2.0057 -2.0067 -0.32 4.235 0.377 0 1 30 120 2 0 1
Q5V0M5_HALMA 1 Hypothetical protein rrnAC2074 rrnAC2074 536 11.8 4 8 1 K SAGEPDAADGLLTTVPYEDAAAGLLAAEVGR V 3 2999.4724 2999.4788 0.0064 0 2.14 4.63 0.414 0 1 32 120 2 0 1
Q5V0M5_HALMA 1 Hypothetical protein rrnAC2074 rrnAC2074 536 11.8 4 8 0.9969 K SAGEPDAADGLLTTVPYEDAAAGLLAAEVGR V 3 2999.4724 2999.4779 0.0055 0 1.83 2.66 0.166 0.5 2 27 120 2 0 1
Q5V196_HALMA 1 Putative hydrolase rrnAC1818 rrnAC1818 623 15.1 4 8 0.9996 R LTATYAQHPSFAAVGVHDEPVSPYADGLGSGFLDRLR F 5 3913.9387 3915.9636 2.0249 -2.0067 4.65 2.559 0.252 1.1 1 58 288 2 1 1
Q5V196_HALMA 1 Putative hydrolase rrnAC1818 rrnAC1818 623 15.1 4 8 0.9999 R AKLGDDEHSVTTGLR T 3 1597.8060 1597.8052 -0.0008 0 -0.52 2.803 0.329 0 3 22 56 2 1 1
Q5V196_HALMA 1 Putative hydrolase rrnAC1818 rrnAC1818 623 15.1 4 8 1 R FGGLHATDQLPSER C 2 1526.7477 1526.7557 0.0080 0 5.23 3.896 0.405 0 1 20 26 2 0 1
Q5V196_HALMA 1 Putative hydrolase rrnAC1818 rrnAC1818 623 15.1 4 8 0.9992 R FGGLHATDQLPSER C 3 1526.7477 1526.7467 -0.0010 0 -0.65 3.303 0.151 0.3 6 26 52 2 0 1
Q5V196_HALMA 1 Putative hydrolase rrnAC1818 rrnAC1818 623 15.1 4 8 0.9987 R FGGLHATDQLPSER C 3 1526.7477 1526.7508 0.0031 0 2.04 3.639 0.108 0.2 6 27 52 2 0 1
Q5V196_HALMA 1 Putative hydrolase rrnAC1818 rrnAC1818 623 15.1 4 8 0.9688 R FGGLHATDQLPSER C 3 1526.7477 1526.7508 0.0030 0 1.98 2.96 0.066 1.1 75 20 52 2 0 1
Q5V196_HALMA 1 Putative hydrolase rrnAC1818 rrnAC1818 623 15.1 4 8 0.9998 R LTATYAQHPSFAAVGVHDEPVSPYADGLGSGFLDRLR F 5 3913.9387 3915.9636 2.0249 -2.0067 4.65 2.601 0.292 0.2 1 57 288 2 1 1
Q5V196_HALMA 1 Putative hydrolase rrnAC1818 rrnAC1818 623 15.1 4 8 0.9583 R NAPLVVVDSLRDVGDAGMGLLTADGTEK A 4 2812.4277 2812.4287 0.0009 0 0.33 2.218 0.031 1.8 4 40 162 2 1 1
Q5V1N4_HALMA 1 ABC transporter ATP-binding protein nosF-2 rrnAC1655 224 21.9 3 8 0.9998 K STTINLLMDYIKPTSGTAR V 3 2081.0827 2081.0828 0.0001 0 0.03 2.323 0.275 0.3 1 23 72 2 0 1
Q5V1N4_HALMA 1 ABC transporter ATP-binding protein nosF-2 rrnAC1655 224 21.9 3 8 0.9810 R HLELVIDTK R 2 1066.6022 1066.6054 0.0032 0 3.02 2.117 0.1 0.5 9 11 16 2 0 1
Q5V1N4_HALMA 1 ABC transporter ATP-binding protein nosF-2 rrnAC1655 224 21.9 3 8 1 K STTINLLMDYIKPTSGTAR V 3 2081.0827 2081.0864 0.0037 0 1.79 3.416 0.474 0 1 30 72 2 0 1
Q5V1N4_HALMA 1 ABC transporter ATP-binding protein nosF-2 rrnAC1655 224 21.9 3 8 1 K STTINLLMDYIKPTSGTAR V 2 2081.0827 2081.0902 0.0075 0 3.58 3.767 0.488 0 1 20 36 2 0 1
Q5V1N4_HALMA 1 ABC transporter ATP-binding protein nosF-2 rrnAC1655 224 21.9 3 8 0.9971 K STTINLLMDYIKPTSGTAR V 3 2081.0827 2081.0861 0.0034 0 1.61 2.365 0.181 0.2 2 26 72 2 0 1
Q5V1N4_HALMA 1 ABC transporter ATP-binding protein nosF-2 rrnAC1655 224 21.9 3 8 1 R VGLVDAIERPAGEFSQGMEQR L 3 2288.1219 2288.1258 0.0039 0 1.70 5.634 0.547 0 1 41 80 2 0 1
Q5V1N4_HALMA 1 ABC transporter ATP-binding protein nosF-2 rrnAC1655 224 21.9 3 8 1 R VGLVDAIERPAGEFSQGMEQR L 3 2288.1219 2288.1262 0.0043 0 1.86 5.251 0.492 0 1 39 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5) sucC rrnAC0472 382 21.2 3 8 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.5968 0.0090 0 2.73 7.436 0.545 0 1 40 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5) sucC rrnAC0472 382 21.2 3 8 1 R EHIDPAFGMHPFQAR K 3 1751.8202 1751.8282 0.0079 0 4.54 2.21 0.347 0 1 25 56 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5) sucC rrnAC0472 382 21.2 3 8 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 4 3295.5878 3296.6109 1.0231 -1.0034 5.98 6.071 0.471 0 1 57 174 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5) sucC rrnAC0472 382 21.2 3 8 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.5924 0.0046 0 1.40 6.923 0.536 0 1 42 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5) sucC rrnAC0472 382 21.2 3 8 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 4 3295.5878 3295.5944 0.0066 0 2.00 7.258 0.579 0 1 58 174 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5) sucC rrnAC0472 382 21.2 3 8 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.5946 0.0068 0 2.06 6.445 0.537 0 1 41 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5) sucC rrnAC0472 382 21.2 3 8 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.6009 0.0130 0 3.95 7.569 0.556 0 1 39 116 2 0 1
Q5V561_HALMA 1 Hypothetical protein rrnAC0285 rrnAC0285 353 23.5 5 8 1 R EVDNVISGGPDIR V 2 1369.6837 1369.6865 0.0028 0 2.02 3.447 0.331 0.1 1 19 24 2 0 1
Q5V561_HALMA 1 Hypothetical protein rrnAC0285 rrnAC0285 353 23.5 5 8 1 R EVDNVISGGPDIR V 2 1369.6837 1369.6854 0.0017 0 1.26 3.448 0.378 0 1 19 24 2 0 1
Q5V561_HALMA 1 Hypothetical protein rrnAC0285 rrnAC0285 353 23.5 5 8 1 R GFVEDITLR H 2 1048.5553 1048.5654 0.0101 0 9.66 2.639 0.325 0 1 14 16 2 0 1
Q5V561_HALMA 1 Hypothetical protein rrnAC0285 rrnAC0285 353 23.5 5 8 1 R GFVEDITLR H 2 1048.5553 1048.5454 -0.0099 0 -9.42 2.648 0.292 0 1 15 16 2 0 1
Q5V561_HALMA 1 Hypothetical protein rrnAC0285 rrnAC0285 353 23.5 5 8 0.9983 R SHTATGDAPVPPRQDPDELGDE - 3 2303.0302 2303.0299 -0.0004 0 -0.15 3.067 0.217 0.2 3 25 84 2 1 1
Q5V561_HALMA 1 Hypothetical protein rrnAC0285 rrnAC0285 353 23.5 5 8 0.9964 R SHTATGDAPVPPRQDPDELGDE - 2 2303.0302 2303.0254 -0.0048 0 -2.07 2.145 0.338 0 3 13 42 2 1 1
Q5V561_HALMA 1 Hypothetical protein rrnAC0285 rrnAC0285 353 23.5 5 8 0.9233 R SHTATGDAPVPPRQDPDELGDE - 3 2303.0302 2303.0240 -0.0062 0 -2.70 2.579 0.102 0.6 5 22 84 2 1 1
Q5V561_HALMA 1 Hypothetical protein rrnAC0285 rrnAC0285 353 23.5 5 8 1 R YPASPTVYINNFADHGVLLTLR Y 3 2460.2801 2460.2898 0.0097 0 3.94 6.224 0.533 0 1 41 84 2 0 1



Q5V5B5_HALMA 1 Hypothetical protein rrnAC0228 rrnAC0228 90 64.4 4 8 0.9744 R VLAKVESFDDGEHR G 4 1600.7845 1600.7861 0.0016 0 0.97 1.787 0.137 1.7 32 25 78 2 1 1
Q5V5B5_HALMA 1 Hypothetical protein rrnAC0228 rrnAC0228 90 64.4 4 8 0.9999 K FLTGMSFR S 2 957.4742 957.4733 -0.0009 0 -0.96 2.244 0.33 0 1 13 14 2 0 1
Q5V5B5_HALMA 1 Hypothetical protein rrnAC0228 rrnAC0228 90 64.4 4 8 0.9954 K FLTGMSFR S 2 957.4742 957.4708 -0.0034 0 -3.58 1.884 0.199 0.4 4 12 14 2 0 1
Q5V5B5_HALMA 1 Hypothetical protein rrnAC0228 rrnAC0228 90 64.4 4 8 1 R STTPTFEAGEEIEVYVTELDEESGELVAQVGETR L 3 3713.7319 3715.7482 2.0162 -2.0067 2.57 5.361 0.476 0 1 30 132 2 0 1
Q5V5B5_HALMA 1 Hypothetical protein rrnAC0228 rrnAC0228 90 64.4 4 8 1 R STTPTFEAGEEIEVYVTELDEESGELVAQVGETR L 3 3713.7319 3713.7405 0.0086 0 2.31 5.251 0.413 0 1 32 132 2 0 1
Q5V5B5_HALMA 1 Hypothetical protein rrnAC0228 rrnAC0228 90 64.4 4 8 0.9953 R STTPTFEAGEEIEVYVTELDEESGELVAQVGETR L 3 3713.7319 3713.7530 0.0210 0 5.66 3.37 0.153 0.5 44 22 132 2 0 1
Q5V5B5_HALMA 1 Hypothetical protein rrnAC0228 rrnAC0228 90 64.4 4 8 0.9927 R VLAKVESFDDGEHRGR V 4 1813.9071 1813.9103 0.0032 0 1.78 1.587 0.092 1.4 2 28 90 2 2 1
Q5V5F2_HALMA 1 Putative transporter rrnAC0187 rrnAC0187 328 18.9 5 8 1 R DRFSADEIFQR I 2 1382.6579 1382.6614 0.0034 0 2.48 3.321 0.395 0 2 14 20 2 1 1
Q5V5F2_HALMA 1 Putative transporter rrnAC0187 rrnAC0187 328 18.9 5 8 0.9992 M ADNEDREEAVRDAVDVSR S 3 2044.9410 2044.9440 0.0030 0 1.45 3.061 0.398 0 1 26 68 2 2 1
Q5V5F2_HALMA 1 Putative transporter rrnAC0187 rrnAC0187 328 18.9 5 8 0.9948 M ADNEDREEAVRDAVDVSR S 4 2044.9410 2044.9416 0.0006 0 0.28 2.804 0.279 0.1 2 32 102 2 2 1
Q5V5F2_HALMA 1 Putative transporter rrnAC0187 rrnAC0187 328 18.9 5 8 1 R EWIWGGWSASGR S 2 1390.6418 1390.6437 0.0018 0 1.31 3.171 0.53 0 1 18 22 2 0 1
Q5V5F2_HALMA 1 Putative transporter rrnAC0187 rrnAC0187 328 18.9 5 8 1 R FSADEIFQR I 2 1111.5298 1111.5254 -0.0044 0 -3.94 2.783 0.341 0 1 14 16 2 0 1
Q5V5F2_HALMA 1 Putative transporter rrnAC0187 rrnAC0187 328 18.9 5 8 0.9753 R SYVPATDEVPRTDPESRENER - 3 2446.1360 2446.1422 0.0061 0 2.51 2.328 0.147 0.3 1 27 80 2 2 1
Q5V5F8_HALMA 1 Na+\H+ antiporter nhaC5 rrnAC0180 717 3.9 2 8 1 R AGAIQGVLEALVAR A 2 1366.7932 1366.7936 0.0003 0 0.24 4.369 0.425 0 1 22 26 2 0 1
Q5V5F8_HALMA 1 Na+\H+ antiporter nhaC5 rrnAC0180 717 3.9 2 8 1 R AGAIQGVLEALVAR A 2 1366.7932 1366.7955 0.0023 0 1.67 4.072 0.466 0 1 22 26 2 0 1
Q5V5F8_HALMA 1 Na+\H+ antiporter nhaC5 rrnAC0180 717 3.9 2 8 1 R AGAIQGVLEALVAR A 2 1366.7932 1366.7959 0.0026 0 1.94 4.817 0.42 0 1 21 26 2 0 1
Q5V5F8_HALMA 1 Na+\H+ antiporter nhaC5 rrnAC0180 717 3.9 2 8 1 R AGAIQGVLEALVAR A 2 1366.7932 1366.7950 0.0018 0 1.31 4.769 0.435 0 1 22 26 2 0 1
Q5V5F8_HALMA 1 Na+\H+ antiporter nhaC5 rrnAC0180 717 3.9 2 8 1 R AGAIQGVLEALVAR A 2 1366.7932 1366.7925 -0.0008 0 -0.56 3.615 0.452 0 1 21 26 2 0 1
Q5V5F8_HALMA 1 Na+\H+ antiporter nhaC5 rrnAC0180 717 3.9 2 8 0.9997 R AGAIQGVLEALVAR A 3 1366.7932 1366.7944 0.0012 0 0.86 2.602 0.216 0.2 1 20 52 2 0 1
Q5V5F8_HALMA 1 Na+\H+ antiporter nhaC5 rrnAC0180 717 3.9 2 8 1 K LAYYVDSAGSPASR L 2 1455.6994 1455.7032 0.0038 0 2.61 3.497 0.305 0 1 20 26 2 0 1
Q5V5F8_HALMA 1 Na+\H+ antiporter nhaC5 rrnAC0180 717 3.9 2 8 0.9859 K LAYYVDSAGSPASR L 2 1455.6994 1455.7046 0.0051 0 3.53 2.386 0.056 0.9 1 16 26 2 0 1
Q5V6I0_HALMA 1 Hypothetical protein pNG7166 pNG7166 330 13 2 8 0.9991 K NPGQQELRPANEMQSAQHETWVDSHGETLHR L 5 3597.6454 3599.6472 2.0017 -2.0067 -1.38 3.031 0.202 1 1 47 240 2 0 1 NPGQQELRPANEM[147]QSAQHETWVDSHGETLHR
Q5V6I0_HALMA 1 Hypothetical protein pNG7166 pNG7166 330 13 2 8 1 K NPGQQELRPANEMQSAQHETWVDSHGETLHR L 3 3581.6454 3583.6582 2.0127 -2.0067 1.69 4.461 0.387 0 1 34 120 2 0 1
Q5V6I0_HALMA 1 Hypothetical protein pNG7166 pNG7166 330 13 2 8 1 K NPGQQELRPANEMQSAQHETWVDSHGETLHR L 4 3581.6454 3581.6513 0.0059 0 1.64 5.091 0.321 0 1 52 180 2 0 1
Q5V6I0_HALMA 1 Hypothetical protein pNG7166 pNG7166 330 13 2 8 0.9997 K NPGQQELRPANEMQSAQHETWVDSHGETLHR L 5 3581.6454 3581.6534 0.0080 0 2.22 3.117 0.197 1 1 52 240 2 0 1
Q5V6I0_HALMA 1 Hypothetical protein pNG7166 pNG7166 330 13 2 8 0.9955 K NPGQQELRPANEMQSAQHETWVDSHGETLHR L 5 3581.6454 3581.6503 0.0049 0 1.37 2.921 0.121 1.9 4 50 240 2 0 1
Q5V6I0_HALMA 1 Hypothetical protein pNG7166 pNG7166 330 13 2 8 0.9925 K NPGQQELRPANEMQSAQHETWVDSHGETLHR L 5 3581.6454 3582.6636 1.0182 -1.0034 4.14 2.988 0.092 2.1 1 50 240 2 0 1
Q5V6I0_HALMA 1 Hypothetical protein pNG7166 pNG7166 330 13 2 8 0.9277 R RLPDPKPPSPFR H 3 1405.7830 1405.7872 0.0041 0 2.94 2.076 0.105 1.2 97 17 44 2 0 1
Q5V6T2_HALMA 1 Hypothetical protein pNG7051 pNG7051 441 10.2 3 8 1 R DTAVGPLLSLLAVGALLGPVMAVK A 3 2320.3491 2320.3480 -0.0011 0 -0.49 3.963 0.325 0 1 33 92 2 0 1 DTAVGPLLSLLAVGALLGPVM[147]AVK
Q5V6T2_HALMA 1 Hypothetical protein pNG7051 pNG7051 441 10.2 3 8 1 R DTAVGPLLSLLAVGALLGPVMAVK A 2 2304.3491 2304.3526 0.0035 0 1.52 3.906 0.466 0 1 20 46 2 0 1
Q5V6T2_HALMA 1 Hypothetical protein pNG7051 pNG7051 441 10.2 3 8 1 R DTAVGPLLSLLAVGALLGPVMAVK A 3 2320.3491 2320.3480 -0.0011 0 -0.49 3.892 0.317 0 1 29 92 2 0 1 DTAVGPLLSLLAVGALLGPVM[147]AVK
Q5V6T2_HALMA 1 Hypothetical protein pNG7051 pNG7051 441 10.2 3 8 1 R DTAVGPLLSLLAVGALLGPVMAVK A 2 2304.3491 2304.3514 0.0023 0 0.99 3.902 0.468 0 1 21 46 2 0 1
Q5V6T2_HALMA 1 Hypothetical protein pNG7051 pNG7051 441 10.2 3 8 1 R DTAVGPLLSLLAVGALLGPVMAVK A 2 2304.3491 2304.3539 0.0047 0 2.05 3.511 0.374 0 1 20 46 2 0 1
Q5V6T2_HALMA 1 Hypothetical protein pNG7051 pNG7051 441 10.2 3 8 1 R DTAVGPLLSLLAVGALLGPVMAVK A 2 2304.3491 2304.3409 -0.0082 0 -3.56 3.67 0.4 0 1 18 46 2 0 1
Q5V6T2_HALMA 1 Hypothetical protein pNG7051 pNG7051 441 10.2 3 8 1 R EADFAQQSVGGTVR T 2 1463.7004 1463.7009 0.0005 0 0.33 3.237 0.29 0 1 17 26 2 0 1
Q5V6T2_HALMA 1 Hypothetical protein pNG7051 pNG7051 441 10.2 3 8 0.9850 R IVTFVPR D 2 830.5014 830.5027 0.0012 0 1.49 1.844 0.138 0.5 6 10 12 2 0 1
Q5V748_HALMA 1 Hypothetical protein pNG6086 pNG6086 356 25 6 8 1 R HDGYETAFLDMDPIEFTAE - 2 2199.9306 2200.9454 1.0148 -1.0034 5.22 4.429 0.556 0 1 27 36 2 0 1
Q5V748_HALMA 1 Hypothetical protein pNG6086 pNG6086 356 25 6 8 1 R HDGYETAFLDMDPIEFTAE - 2 2199.9306 2200.9454 1.0148 -1.0034 5.22 4.583 0.553 0 1 27 36 2 0 1
Q5V748_HALMA 1 Hypothetical protein pNG6086 pNG6086 356 25 6 8 1 R ITVETPPQLAR H 2 1223.6874 1223.6863 -0.0012 0 -0.96 2.817 0.361 0 1 14 20 2 0 1
Q5V748_HALMA 1 Hypothetical protein pNG6086 pNG6086 356 25 6 8 0.9999 R ITVETPPQLAR H 2 1223.6874 1223.6917 0.0043 0 3.53 2.387 0.34 0 1 13 20 2 0 1
Q5V748_HALMA 1 Hypothetical protein pNG6086 pNG6086 356 25 6 8 0.9999 R LGFETQSAWR D 2 1193.5829 1193.5857 0.0027 0 2.30 2.568 0.275 0.1 2 14 18 2 0 1
Q5V748_HALMA 1 Hypothetical protein pNG6086 pNG6086 356 25 6 8 1 R LLHEGQSGDATMLVALVDGDHR F 4 2333.1434 2333.1452 0.0018 0 0.77 5.678 0.423 0 1 47 126 2 0 1
Q5V748_HALMA 1 Hypothetical protein pNG6086 pNG6086 356 25 6 8 1 R LLHEGQSGDATMLVALVDGDHRFSDTEGPFLIVSPR T 4 3878.9261 3880.9223 1.9962 -2.0067 -2.71 7.007 0.503 0 1 59 210 2 1 1
Q5V7H0_HALMA 1 Hypothetical protein pNG5010 pNG5010 292 11 2 8 1 R AYSVDLTVNYR D 2 1299.6459 1299.6490 0.0031 0 2.38 3.08 0.4 0 1 15 20 2 0 1
Q5V7H0_HALMA 1 Hypothetical protein pNG5010 pNG5010 292 11 2 8 1 R AYSVDLTVNYR D 2 1299.6459 1299.6478 0.0019 0 1.44 2.961 0.385 0 1 16 20 2 0 1
Q5V7H0_HALMA 1 Hypothetical protein pNG5010 pNG5010 292 11 2 8 1 R AYSVDLTVNYR D 2 1299.6459 1299.6480 0.0021 0 1.63 3.345 0.253 0 1 15 20 2 0 1
Q5V7H0_HALMA 1 Hypothetical protein pNG5010 pNG5010 292 11 2 8 0.9997 R AYSVDLTVNYR D 2 1299.6459 1299.6496 0.0037 0 2.85 2.214 0.293 0 2 13 20 2 0 1
Q5V7H0_HALMA 1 Hypothetical protein pNG5010 pNG5010 292 11 2 8 0.9993 R AYSVDLTVNYR D 2 1299.6459 1299.6454 -0.0005 0 -0.37 2.325 0.206 0 1 14 20 2 0 1
Q5V7H0_HALMA 1 Hypothetical protein pNG5010 pNG5010 292 11 2 8 1 K TYPVSLDFQYEMPDGDSEVSK T 2 2406.0573 2406.0654 0.0081 0 3.38 3.393 0.471 0 1 22 40 2 0 1
Q5V7H0_HALMA 1 Hypothetical protein pNG5010 pNG5010 292 11 2 8 1 K TYPVSLDFQYEMPDGDSEVSK T 2 2422.0573 2422.0619 0.0045 0 1.87 4.555 0.446 0 1 23 40 2 0 1 TYPVSLDFQYEM[147]PDGDSEVSK
Q5V729_HALMA 0.9999 Hypothetical protein pNG6066 pNG6066 61 11.5 1 8 0.9999 - MEFDFVR S 2 958.4269 958.4224 -0.0045 0 -4.72 2.252 0.281 0.1 1 12 12 2 0 1 M[147]EFDFVR
Q5V729_HALMA 0.9999 Hypothetical protein pNG6066 pNG6066 61 11.5 1 8 0.9999 - MEFDFVR S 2 958.4269 958.4227 -0.0042 0 -4.40 2.249 0.252 0.1 1 11 12 2 0 1 M[147]EFDFVR
Q5V729_HALMA 0.9999 Hypothetical protein pNG6066 pNG6066 61 11.5 1 8 0.9992 - MEFDFVR S 2 942.4269 942.4269 0.0000 0 -0.01 2.043 0.24 0 4 11 12 2 0 1
Q5V729_HALMA 0.9999 Hypothetical protein pNG6066 pNG6066 61 11.5 1 8 0.9986 - MEFDFVR S 2 942.4269 942.4287 0.0018 0 1.87 2.034 0.23 0.1 7 11 12 2 0 1
Q5V729_HALMA 0.9999 Hypothetical protein pNG6066 pNG6066 61 11.5 1 8 0.9985 - MEFDFVR S 2 942.4269 942.4277 0.0008 0 0.83 1.895 0.255 0.1 6 11 12 2 0 1
Q5V729_HALMA 0.9999 Hypothetical protein pNG6066 pNG6066 61 11.5 1 8 0.9979 - MEFDFVR S 2 958.4269 958.4248 -0.0021 0 -2.17 2.262 0.102 0.4 1 11 12 2 0 1 M[147]EFDFVR
Q5V729_HALMA 0.9999 Hypothetical protein pNG6066 pNG6066 61 11.5 1 8 0.9975 - MEFDFVR S 2 942.4269 942.4275 0.0006 0 0.64 2.397 0.113 0.3 6 11 12 2 0 1
Q5UXQ2_HALMA 1 Hypothetical protein rrnAC3254 rrnAC3254 727 8.3 4 7 0.9984 R RFAPTLYFDR A 2 1284.6615 1284.6654 0.0039 0 3.05 1.951 0.257 0.5 3 11 18 2 0 1
Q5UXQ2_HALMA 1 Hypothetical protein rrnAC3254 rrnAC3254 727 8.3 4 7 1 R FADITNSAVETIEDLAEIPVAYGLPR D 3 2803.4280 2804.4382 1.0101 -1.0034 2.42 5.402 0.369 0 1 35 100 2 0 1
Q5UXQ2_HALMA 1 Hypothetical protein rrnAC3254 rrnAC3254 727 8.3 4 7 1 R FADITNSAVETIEDLAEIPVAYGLPR D 4 2803.4280 2803.4401 0.0121 0 4.32 5.959 0.49 0 1 47 150 2 0 1
Q5UXQ2_HALMA 1 Hypothetical protein rrnAC3254 rrnAC3254 727 8.3 4 7 1 R LPEGDRFADITNSAVETIEDLAEIPVAYGLPR D 3 3470.7569 3471.7582 1.0012 -1.0034 -0.61 5.238 0.507 0 1 37 124 2 1 1
Q5UXQ2_HALMA 1 Hypothetical protein rrnAC3254 rrnAC3254 727 8.3 4 7 1 R LPEGDRFADITNSAVETIEDLAEIPVAYGLPR D 3 3470.7569 3472.7782 2.0212 -2.0067 4.19 6.003 0.563 0 1 45 124 2 1 1
Q5UXQ2_HALMA 1 Hypothetical protein rrnAC3254 rrnAC3254 727 8.3 4 7 0.9999 R LPEGDRFADITNSAVETIEDLAEIPVAYGLPR D 5 3470.7569 3471.7657 1.0088 -1.0034 1.56 4.034 0.3 0.1 1 63 248 2 1 1
Q5UYE1_HALMA 1 Hypothetical protein rrnAC2981 rrnAC2981 408 11.5 3 7 1 R VSTTTAGETPYDATEQVTR T 2 2025.9491 2025.9459 -0.0032 0 -1.59 4.059 0.52 0 1 21 36 2 0 1
Q5UYE1_HALMA 1 Hypothetical protein rrnAC2981 rrnAC2981 408 11.5 3 7 1 R IPDADDRTPVPTDSLVDLVDIAIDSDRR V 4 3078.5469 3078.5546 0.0077 0 2.50 4.252 0.429 0 1 45 162 2 1 1
Q5UYE1_HALMA 1 Hypothetical protein rrnAC2981 rrnAC2981 408 11.5 3 7 1 R IPDADDRTPVPTDSLVDLVDIAIDSDRR V 4 3078.5469 3078.5576 0.0106 0 3.46 3.533 0.271 0 1 42 162 2 1 1
Q5UYE1_HALMA 1 Hypothetical protein rrnAC2981 rrnAC2981 408 11.5 3 7 1 R IPDADDRTPVPTDSLVDLVDIAIDSDRR V 4 3078.5469 3078.5534 0.0065 0 2.11 3.346 0.315 0.1 1 41 162 2 1 1
Q5UYE1_HALMA 1 Hypothetical protein rrnAC2981 rrnAC2981 408 11.5 3 7 1 R IPDADDRTPVPTDSLVDLVDIAIDSDRR V 4 3078.5469 3078.5471 0.0001 0 0.05 3.608 0.269 0 1 42 162 2 1 1
Q5UYE1_HALMA 1 Hypothetical protein rrnAC2981 rrnAC2981 408 11.5 3 7 1 R TPVPTDSLVDLVDIAIDSDRR V 3 2296.1910 2296.2002 0.0092 0 4.00 4.007 0.433 0 1 30 80 2 0 1
Q5UYE1_HALMA 1 Hypothetical protein rrnAC2981 rrnAC2981 408 11.5 3 7 1 R VSTTTAGETPYDATEQVTR T 2 2025.9491 2025.9636 0.0145 0 7.14 3.493 0.464 0 1 19 36 2 0 1
Q5UYM0_HALMA 1 Poly(3-hydroxyalkanoate) synthase phaC rrnAC2886 475 16.2 3 7 1 R LHDAGIHSVADLAEYDAADLADIAETTESR A 3 3168.4847 3168.5000 0.0153 0 4.83 6.391 0.566 0 1 41 116 2 0 1
Q5UYM0_HALMA 1 Poly(3-hydroxyalkanoate) synthase phaC rrnAC2886 475 16.2 3 7 1 R LHDAGIHSVADLAEYDAADLADIAETTESR A 4 3168.4847 3168.4633 -0.0214 0 -6.75 3.882 0.307 0.1 1 40 174 2 0 1
Q5UYM0_HALMA 1 Poly(3-hydroxyalkanoate) synthase phaC rrnAC2886 475 16.2 3 7 1 R LHDAGIHSVADLAEYDAADLADIAETTESR A 4 3168.4847 3168.4931 0.0084 0 2.65 5.101 0.467 0 1 47 174 2 0 1
Q5UYM0_HALMA 1 Poly(3-hydroxyalkanoate) synthase phaC rrnAC2886 475 16.2 3 7 0.9998 R LHDAGIHSVADLAEYDAADLADIAETTESR A 4 3168.4847 3169.4909 1.0062 -1.0034 0.89 3.936 0.268 0.1 4 39 174 2 0 1
Q5UYM0_HALMA 1 Poly(3-hydroxyalkanoate) synthase phaC rrnAC2886 475 16.2 3 7 0.9988 R LHDAGIHSVADLAEYDAADLADIAETTESR A 3 3168.4847 3169.4782 0.9934 -1.0034 -3.13 2.654 0.264 0.5 4 25 116 2 0 1
Q5UYM0_HALMA 1 Poly(3-hydroxyalkanoate) synthase phaC rrnAC2886 475 16.2 3 7 0.9980 R LLEAGHDVYLIDWNEPSRLDQHLTLDDYVNR Y 4 3708.8172 3707.7795 -1.0377 1 -10.17 4.508 0.328 0 1 43 180 2 1 1
Q5UYM0_HALMA 1 Poly(3-hydroxyalkanoate) synthase phaC rrnAC2886 475 16.2 3 7 0.9999 M SSNPFNPFEAALNWQR K 2 1876.8856 1876.8854 -0.0002 0 -0.09 3.928 0.437 0 1 22 30 2 0 1
Q5UYY1_HALMA 1 Transporter sodium\sulfate symporter family nso rrnAC2759 624 10.7 5 7 1 R VSAFDVDIVQLVR E 2 1459.8035 1459.8061 0.0026 0 1.78 2.752 0.359 0.1 2 17 24 2 0 1
Q5UYY1_HALMA 1 Transporter sodium\sulfate symporter family nso rrnAC2759 624 10.7 5 7 0.9905 R NNDFIVAQEVARPDFR R 3 1889.9384 1890.9382 0.9997 -1.0034 -1.91 3.015 0.12 0.1 3 24 60 2 0 1
Q5UYY1_HALMA 1 Transporter sodium\sulfate symporter family nso rrnAC2759 624 10.7 5 7 0.9929 R TGIVQILGAK I 2 998.6124 998.6054 -0.0070 0 -6.99 2.15 0.132 0.2 3 14 18 2 0 1
Q5UYY1_HALMA 1 Transporter sodium\sulfate symporter family nso rrnAC2759 624 10.7 5 7 0.9857 R TGIVQILGAK I 2 998.6124 998.6134 0.0010 0 1.02 2.416 0.094 0.4 20 12 18 2 0 1
Q5UYY1_HALMA 1 Transporter sodium\sulfate symporter family nso rrnAC2759 624 10.7 5 7 1 R VSAFDVDIVQLVR E 2 1459.8035 1459.8066 0.0031 0 2.12 3.406 0.348 0 1 19 24 2 0 1
Q5UYY1_HALMA 1 Transporter sodium\sulfate symporter family nso rrnAC2759 624 10.7 5 7 0.9999 R VSAFDVDIVQLVR E 3 1459.8035 1460.7982 0.9946 -1.0034 -5.96 3.156 0.248 0 1 22 48 2 0 1
Q5UYY1_HALMA 1 Transporter sodium\sulfate symporter family nso rrnAC2759 624 10.7 5 7 0.9914 R YDATVLALR H 2 1020.5604 1021.1454 0.5850 -1.0034 -409.90 2.277 0.155 0.2 1 13 16 2 0 1
Q5UZA3_HALMA 1 Hypothetical protein rrnAC2611 rrnAC2611 245 32.2 5 7 0.9956 R AWAALEHAVAPER R 3 1419.7259 1420.7182 0.9922 -1.0034 -7.82 2.81 0.147 0.3 2 23 48 2 0 1
Q5UZA3_HALMA 1 Hypothetical protein rrnAC2611 rrnAC2611 245 32.2 5 7 1 R ATDDTDDIVANPDDVASENKDANESAGEANT - 3 3163.3185 3163.3222 0.0036 0 1.15 3.41 0.394 0 2 28 120 2 1 1
Q5UZA3_HALMA 1 Hypothetical protein rrnAC2611 rrnAC2611 245 32.2 5 7 0.9999 R AWAALEHAVAPERR S 3 1575.8270 1575.8182 -0.0089 0 -5.62 2.538 0.287 0.2 1 30 52 2 0 1
Q5UZA3_HALMA 1 Hypothetical protein rrnAC2611 rrnAC2611 245 32.2 5 7 0.9995 R AWAALEHAVAPERR S 3 1575.8270 1575.8182 -0.0089 0 -5.62 2.381 0.221 0.3 1 29 52 2 0 1
Q5UZA3_HALMA 1 Hypothetical protein rrnAC2611 rrnAC2611 245 32.2 5 7 1 R TIDETGGETPAVATAESAR Q 2 1874.8857 1874.8854 -0.0003 0 -0.15 5.066 0.622 0 1 26 36 2 0 1
Q5UZA3_HALMA 1 Hypothetical protein rrnAC2611 rrnAC2611 245 32.2 5 7 1 R TIDETGGETPAVATAESAR Q 2 1874.8857 1874.8885 0.0028 0 1.49 5.865 0.605 0 1 29 36 2 0 1
Q5UZA3_HALMA 1 Hypothetical protein rrnAC2611 rrnAC2611 245 32.2 5 7 0.9894 R YGRDQPDADLESQAR E 2 1719.7812 1719.7854 0.0042 0 2.46 2.979 0.245 0.2 83 12 28 2 1 1
Q5UZF8_HALMA 1 Hypothetical protein rrnAC2546 rrnAC2546 285 10.9 2 7 1 R AGLSAGYFGTIAAELLGR H 2 1765.9363 1765.9427 0.0064 0 3.62 5.347 0.519 0 1 27 34 2 0 1
Q5UZF8_HALMA 1 Hypothetical protein rrnAC2546 rrnAC2546 285 10.9 2 7 1 R AGLSAGYFGTIAAELLGR H 3 1765.9363 1766.9482 1.0118 -1.0034 4.81 3.891 0.319 0 1 34 68 2 0 1
Q5UZF8_HALMA 1 Hypothetical protein rrnAC2546 rrnAC2546 285 10.9 2 7 1 R AGLSAGYFGTIAAELLGR H 3 1765.9363 1765.9379 0.0016 0 0.92 4.042 0.325 0 1 30 68 2 0 1
Q5UZF8_HALMA 1 Hypothetical protein rrnAC2546 rrnAC2546 285 10.9 2 7 1 R AGLSAGYFGTIAAELLGR H 2 1765.9363 1765.9421 0.0058 0 3.28 5.33 0.55 0 1 26 34 2 0 1
Q5UZF8_HALMA 1 Hypothetical protein rrnAC2546 rrnAC2546 285 10.9 2 7 0.9959 R QVLTYDGAHIGIK F 3 1413.7616 1413.7582 -0.0035 0 -2.44 2.329 0.157 0.3 3 21 48 2 0 1
Q5UZF8_HALMA 1 Hypothetical protein rrnAC2546 rrnAC2546 285 10.9 2 7 0.9557 R QVLTYDGAHIGIK F 3 1413.7616 1413.7645 0.0029 0 2.05 2.142 0.149 1.1 272 18 48 2 0 1
Q5UZS0_HALMA 1 Hypothetical protein rrnAC2421 rrnAC2421 460 10.4 4 7 0.9197 R KHAEYLDADPEVR R 3 1541.7474 1542.7582 1.0107 -1.0034 4.80 2.64 0.118 3.9 207 17 48 2 0 1
Q5UZS0_HALMA 1 Hypothetical protein rrnAC2421 rrnAC2421 460 10.4 4 7 1 R ALDRYDVSLSHER S 3 1559.7692 1560.7582 0.9889 -1.0034 -9.23 3.618 0.299 0 1 23 48 2 1 1
Q5UZS0_HALMA 1 Hypothetical protein rrnAC2421 rrnAC2421 460 10.4 4 7 1 R ALDRYDVSLSHER S 3 1559.7692 1559.7682 -0.0011 0 -0.68 3.717 0.318 0 1 24 48 2 1 1
Q5UZS0_HALMA 1 Hypothetical protein rrnAC2421 rrnAC2421 460 10.4 4 7 0.9998 R ALDRYDVSLSHER S 3 1559.7692 1559.7766 0.0073 0 4.71 3.59 0.205 0 2 23 48 2 1 1
Q5UZS0_HALMA 1 Hypothetical protein rrnAC2421 rrnAC2421 460 10.4 4 7 0.9115 R HVEQGPDGGLYLVTSNR D 3 1840.9068 1840.9090 0.0022 0 1.19 2.584 0.005 0.9 6 21 64 2 0 1
Q5UZS0_HALMA 1 Hypothetical protein rrnAC2421 rrnAC2421 460 10.4 4 7 0.9984 R IRHVEQGPDGGLYLVTSNRDGR A 4 2438.2414 2439.2509 1.0095 -1.0034 2.51 3.286 0.158 0.5 1 45 126 2 2 1
Q5UZS0_HALMA 1 Hypothetical protein rrnAC2421 rrnAC2421 460 10.4 4 7 0.9147 R KHAEYLDADPEVR R 3 1541.7474 1540.6508 -1.0966 1 -62.65 3.237 0.142 0.1 3 23 48 2 0 1
Q5V0I0_HALMA 1 Hypothetical protein rrnAC2125 rrnAC2125 159 17 2 7 1 R FGGWLAEQQGHPR V 3 1481.7164 1481.7188 0.0024 0 1.60 3.241 0.331 0 1 26 48 2 0 1
Q5V0I0_HALMA 1 Hypothetical protein rrnAC2125 rrnAC2125 159 17 2 7 1 R AGLIGGVPALWSLK E 2 1380.8129 1380.8155 0.0026 0 1.88 3.363 0.448 0 1 21 26 2 0 1
Q5V0I0_HALMA 1 Hypothetical protein rrnAC2125 rrnAC2125 159 17 2 7 1 R AGLIGGVPALWSLK E 2 1380.8129 1380.8153 0.0024 0 1.71 3.342 0.457 0 1 20 26 2 0 1



Q5V0I0_HALMA 1 Hypothetical protein rrnAC2125 rrnAC2125 159 17 2 7 1 R FGGWLAEQQGHPR V 2 1481.7164 1481.7179 0.0014 0 0.98 3.019 0.333 0 1 18 24 2 0 1
Q5V0I0_HALMA 1 Hypothetical protein rrnAC2125 rrnAC2125 159 17 2 7 1 R FGGWLAEQQGHPR V 3 1481.7164 1481.7160 -0.0005 0 -0.31 3.1 0.295 0 1 24 48 2 0 1
Q5V0I0_HALMA 1 Hypothetical protein rrnAC2125 rrnAC2125 159 17 2 7 1 R FGGWLAEQQGHPR V 2 1481.7164 1481.7186 0.0022 0 1.47 3.087 0.362 0 1 18 24 2 0 1
Q5V0I0_HALMA 1 Hypothetical protein rrnAC2125 rrnAC2125 159 17 2 7 1 R FGGWLAEQQGHPR V 3 1481.7164 1481.7177 0.0013 0 0.86 3.392 0.244 0 1 25 48 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2) ppsA rrnAC1795 786 10.6 4 7 0.9969 K GANVPETTEEDKDAGPVETHSAVKPMTGTEVK V 4 3323.5827 3324.5709 0.9882 -1.0034 -4.57 1.97 0.151 2.2 1 43 186 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2) ppsA rrnAC1795 786 10.6 4 7 0.9758 K GANVPETTEEDKDAGPVETHSAVKPMTGTEVK V 3 3323.5827 3324.6026 1.0198 -1.0034 4.96 2.46 0.193 0.2 1 31 124 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2) ppsA rrnAC1795 786 10.6 4 7 1 R NENDFAHDAVDIAVVVQQMVDAEK S 3 2656.2439 2656.2515 0.0076 0 2.85 4.517 0.376 0 1 35 92 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2) ppsA rrnAC1795 786 10.6 4 7 1 R SLDRPGEFKLELR A 3 1558.8467 1558.8460 -0.0007 0 -0.45 3.239 0.286 0 1 24 48 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2) ppsA rrnAC1795 786 10.6 4 7 1 R SLDRPGEFKLELR A 3 1558.8467 1558.8382 -0.0086 0 -5.49 3.158 0.307 0 4 21 48 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2) ppsA rrnAC1795 786 10.6 4 7 0.9997 R SLDRPGEFKLELR A 3 1558.8467 1558.8451 -0.0016 0 -1.03 3.056 0.25 0.1 4 21 48 2 1 1
Q5V2F8_HALMA 1 Hypothetical protein rrnAC1365 rrnAC1365 386 19.9 5 7 1 R WLPPLWTLPYSTPQK V 2 1825.9767 1825.9801 0.0034 0 1.84 2.705 0.406 0 1 21 28 2 0 1
Q5V2F8_HALMA 1 Hypothetical protein rrnAC1365 rrnAC1365 386 19.9 5 7 1 K DSTVDGYQVYHQTDEQGER Q 2 2225.9461 2226.9503 1.0042 -1.0034 0.37 4.174 0.483 0 1 18 36 2 0 1
Q5V2F8_HALMA 1 Hypothetical protein rrnAC1365 rrnAC1365 386 19.9 5 7 1 R QLTYIGGNEWSVYVR F 2 1783.8893 1784.8254 0.9361 -1.0034 -37.69 3.31 0.386 0 1 17 28 2 0 1
Q5V2F8_HALMA 1 Hypothetical protein rrnAC1365 rrnAC1365 386 19.9 5 7 1 R TEALEVAVIAR G 2 1170.6608 1170.6639 0.0031 0 2.64 3.267 0.404 0 1 18 20 2 0 1
Q5V2F8_HALMA 1 Hypothetical protein rrnAC1365 rrnAC1365 386 19.9 5 7 1 R TEALEVAVIAR G 2 1170.6608 1170.6654 0.0046 0 3.95 2.783 0.36 0 1 16 20 2 0 1
Q5V2F8_HALMA 1 Hypothetical protein rrnAC1365 rrnAC1365 386 19.9 5 7 1 R TEALEVAVIAR G 2 1170.6608 1170.6628 0.0020 0 1.70 3.433 0.384 0 1 18 20 2 0 1
Q5V2F8_HALMA 1 Hypothetical protein rrnAC1365 rrnAC1365 386 19.9 5 7 0.9981 R VRQDVDTQTLRDAQTSE - 2 1960.9450 1960.9571 0.0121 0 6.17 2.579 0.273 0 1 14 32 2 2 1
Q5V331_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC1114 575 16.7 4 7 0.9989 R NAVEHGSTGGRPGGDDSTEHGHSRPESDNSVEPAGTGVTIR V 5 4125.8721 4125.8791 0.0070 0 1.70 2.888 0.134 1.2 1 60 320 2 0 1
Q5V331_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC1114 575 16.7 4 7 1 R ERNDPEEFDRVEEAHER M 4 2155.9519 2155.9509 -0.0010 0 -0.49 3.485 0.281 0.1 1 38 96 2 2 1
Q5V331_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC1114 575 16.7 4 7 1 R MSSLIDEVLAFAR D 2 1450.7490 1450.7553 0.0063 0 4.36 3.752 0.509 0 1 22 24 2 0 1
Q5V331_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC1114 575 16.7 4 7 0.9998 R MSSLIDEVLAFAR D 3 1450.7490 1450.7531 0.0041 0 2.81 2.924 0.219 0.3 5 22 48 2 0 1
Q5V331_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC1114 575 16.7 4 7 0.9992 R NAVEHGSTGGRPGGDDSTEHGHSRPESDNSVEPAGTGVTIR V 5 4125.8721 4125.8767 0.0046 0 1.11 3.154 0.144 0.2 1 69 320 2 0 1
Q5V331_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC1114 575 16.7 4 7 1 R NQQLDQFAAVLSHDLRNPLSVASGR L 4 2735.4103 2735.4143 0.0039 0 1.44 4.4 0.303 0.1 1 44 144 2 1 1
Q5V331_HALMA 1 Sensor protein (EC 2.7.13.3) htlD rrnAC1114 575 16.7 4 7 0.9996 R NQQLDQFAAVLSHDLRNPLSVASGR L 4 2735.4103 2735.4206 0.0103 0 3.76 4.202 0.148 0 1 43 144 2 1 1
Q5V3A8_HALMA 1 ABC transporter ATP-binding protein rrnAC1029 rrnAC1029 254 29.5 3 7 1 R ALANRPEIILADEPTGQLDPDTAESVLNLLFSMK E 3 3680.8971 3680.9053 0.0082 0 2.22 7.672 0.618 0 1 51 132 2 0 1
Q5V3A8_HALMA 1 ABC transporter ATP-binding protein rrnAC1029 rrnAC1029 254 29.5 3 7 1 R ALANRPEIILADEPTGQLDPDTAESVLNLLFSMK E 3 3680.8971 3680.9057 0.0085 0 2.32 8.813 0.584 0 1 53 132 2 0 1
Q5V3A8_HALMA 1 ABC transporter ATP-binding protein rrnAC1029 rrnAC1029 254 29.5 3 7 1 K STLFNVLGLLEPPSSGR L 2 1785.9625 1785.9653 0.0028 0 1.56 3.806 0.49 0 1 22 32 2 0 1
Q5V3A8_HALMA 1 ABC transporter ATP-binding protein rrnAC1029 rrnAC1029 254 29.5 3 7 1 K STLFNVLGLLEPPSSGR L 2 1785.9625 1785.9651 0.0025 0 1.42 4.04 0.54 0 1 23 32 2 0 1
Q5V3A8_HALMA 1 ABC transporter ATP-binding protein rrnAC1029 rrnAC1029 254 29.5 3 7 1 K STLFNVLGLLEPPSSGR L 3 1785.9625 1785.9684 0.0059 0 3.29 3.594 0.317 0 1 28 64 2 0 1
Q5V3A8_HALMA 1 ABC transporter ATP-binding protein rrnAC1029 rrnAC1029 254 29.5 3 7 0.9147 K STLFNVLGLLEPPSSGR L 3 1785.9625 1785.9688 0.0062 0 3.50 2.674 0.016 0.6 15 20 64 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46) rfbB1 rrnAC1010 353 25.5 6 7 1 K LAADFLTMNYNDAYGLPTVTTR M 2 2446.1838 2446.1895 0.0057 0 2.34 5.097 0.542 0 1 26 42 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46) rfbB1 rrnAC1010 353 25.5 6 7 0.9998 R GHLHVALGGNPGEQYVYGYGENTSMR E 4 2805.2929 2805.2895 -0.0034 0 -1.22 3.011 0.224 0.3 4 32 150 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46) rfbB1 rrnAC1010 353 25.5 6 7 1 R YITGTIITQALER D 2 1477.8140 1479.8254 2.0114 -2.0067 3.20 3.737 0.372 0 1 20 24 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46) rfbB1 rrnAC1010 353 25.5 6 7 0.9695 R YITGTIITQALERDIVELGNLQPK R 3 2684.4749 2685.4882 1.0132 -1.0034 3.69 2.967 0.16 0.3 3 22 92 2 1 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46) rfbB1 rrnAC1010 353 25.5 6 7 0.9989 R YITGTIITQALERDIVELGNLQPKR D 4 2840.5760 2841.5709 0.9949 -1.0034 -2.98 2.211 0.229 0.4 3 35 144 2 1 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46) rfbB1 rrnAC1010 353 25.5 6 7 1 R YRPGDSDVEELLVGHEK L 3 1941.9432 1942.9582 1.0149 -1.0034 5.97 4.412 0.345 0 1 33 64 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46) rfbB1 rrnAC1010 353 25.5 6 7 0.9999 R YRPGDSDVEELLVGHEK L 3 1941.9432 1940.0048 -1.9384 2 31.70 5.05 0.311 0 1 33 64 2 0 1
Q5V407_HALMA 1 Trk potassium uptake system protein trkA1 rrnAC0754 227 22 4 7 1 R IGDHAEVFEITVTPGAPIAGK T 3 2121.1106 2121.1166 0.0060 0 2.82 4.161 0.29 0 42 24 80 2 0 1
Q5V407_HALMA 1 Trk potassium uptake system protein trkA1 rrnAC0754 227 22 4 7 0.9993 R IGDHAEVFEITVTPGAPIAGK T 3 2121.1106 2121.1157 0.0051 0 2.39 3.231 0.194 0.1 6 25 80 2 0 1
Q5V407_HALMA 1 Trk potassium uptake system protein trkA1 rrnAC0754 227 22 4 7 1 R LIAEYLYR A 2 1039.5702 1039.5724 0.0021 0 2.06 2.252 0.342 0 1 13 14 2 0 1
Q5V407_HALMA 1 Trk potassium uptake system protein trkA1 rrnAC0754 227 22 4 7 0.9997 R LIAEYLYR A 2 1039.5702 1039.5654 -0.0048 0 -4.59 2.22 0.247 0 1 13 14 2 0 1
Q5V407_HALMA 1 Trk potassium uptake system protein trkA1 rrnAC0754 227 22 4 7 0.9997 R LIAEYLYR A 2 1039.5702 1039.5704 0.0002 0 0.18 2.06 0.267 0.1 1 12 14 2 0 1
Q5V407_HALMA 1 Trk potassium uptake system protein trkA1 rrnAC0754 227 22 4 7 0.9764 R QIGVNTMQNPQR L 2 1384.6881 1384.6887 0.0006 0 0.41 1.893 0.146 1.8 5 12 22 2 0 1
Q5V451_HALMA 1 Na+\Ca2+-exchanging protein nce1 rrnAC0706 489 9.2 4 7 0.9999 R EALKHLLGLAGDAVR S 3 1561.8940 1561.8969 0.0029 0 1.86 3.041 0.295 0.4 3 26 56 2 1 1
Q5V451_HALMA 1 Na+\Ca2+-exchanging protein nce1 rrnAC0706 489 9.2 4 7 1 R EALKHLLGLAGDAVR S 3 1561.8940 1561.8953 0.0013 0 0.81 3.703 0.284 0.1 4 26 56 2 1 1
Q5V451_HALMA 1 Na+\Ca2+-exchanging protein nce1 rrnAC0706 489 9.2 4 7 1 K HLLGLAGDAVR S 2 1120.6353 1120.6356 0.0003 0 0.24 3.13 0.454 0 1 19 20 2 0 1
Q5V451_HALMA 1 Na+\Ca2+-exchanging protein nce1 rrnAC0706 489 9.2 4 7 1 R QFTAAEIESASGGLAR A 2 1606.7951 1606.7961 0.0010 0 0.62 4.462 0.504 0 1 22 30 2 0 1
Q5V451_HALMA 1 Na+\Ca2+-exchanging protein nce1 rrnAC0706 489 9.2 4 7 1 R QFTAAEIESASGGLAR A 2 1606.7951 1606.7989 0.0038 0 2.36 4.569 0.556 0 1 26 30 2 0 1
Q5V451_HALMA 1 Na+\Ca2+-exchanging protein nce1 rrnAC0706 489 9.2 4 7 0.9999 R SAVGREPVHLENAD - 2 1492.7270 1492.7240 -0.0031 0 -2.04 2.849 0.428 0 1 17 26 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8) cysH rrnAC0653 325 13.8 2 7 0.9635 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4435 0.0057 0 1.97 2.645 0.038 2.1 1 27 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8) cysH rrnAC0653 325 13.8 2 7 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4402 0.0024 0 0.83 4.83 0.51 0 1 35 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8) cysH rrnAC0653 325 13.8 2 7 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4512 0.0134 0 4.64 4.984 0.508 0 1 38 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8) cysH rrnAC0653 325 13.8 2 7 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4435 0.0057 0 1.97 5.114 0.553 0 1 33 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8) cysH rrnAC0653 325 13.8 2 7 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4490 0.0112 0 3.88 5.116 0.538 0 1 36 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8) cysH rrnAC0653 325 13.8 2 7 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4517 0.0139 0 4.83 3.979 0.362 0 1 34 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8) cysH rrnAC0653 325 13.8 2 7 1 K TVALNDTIEEHDVDGILSGIR W 3 2266.1441 2266.1480 0.0039 0 1.72 3.049 0.39 0 1 40 80 2 0 1
Q5V4I5_HALMA 1 Hypothetical protein rrnAC0549 rrnAC0549 362 14.1 4 7 1 R GSSLLDMSPFESGK M 2 1453.6759 1453.6798 0.0039 0 2.65 3.102 0.409 0 1 14 26 2 0 1
Q5V4I5_HALMA 1 Hypothetical protein rrnAC0549 rrnAC0549 362 14.1 4 7 1 R LVFGYPVIGR V 2 1119.6440 1119.6458 0.0018 0 1.63 2.937 0.353 0 1 16 18 2 0 1
Q5V4I5_HALMA 1 Hypothetical protein rrnAC0549 rrnAC0549 362 14.1 4 7 1 R LVFGYPVIGR V 2 1119.6440 1119.6443 0.0002 0 0.21 2.718 0.371 0 1 15 18 2 0 1
Q5V4I5_HALMA 1 Hypothetical protein rrnAC0549 rrnAC0549 362 14.1 4 7 1 R QTSGGLGIPIDPPAAGVILTAVIAR L 3 2386.3584 2386.3652 0.0068 0 2.84 5.213 0.539 0 1 36 96 2 0 1
Q5V4I5_HALMA 1 Hypothetical protein rrnAC0549 rrnAC0549 362 14.1 4 7 1 R QTSGGLGIPIDPPAAGVILTAVIAR L 3 2386.3584 2386.3621 0.0037 0 1.53 4.737 0.502 0 1 33 96 2 0 1
Q5V4I5_HALMA 1 Hypothetical protein rrnAC0549 rrnAC0549 362 14.1 4 7 1 R QTSGGLGIPIDPPAAGVILTAVIAR L 3 2386.3584 2386.3619 0.0035 0 1.46 5.035 0.541 0 1 35 96 2 0 1
Q5V4I5_HALMA 1 Hypothetical protein rrnAC0549 rrnAC0549 362 14.1 4 7 0.9994 R VRGSSLLDMSPFESGK M 3 1708.8454 1708.8382 -0.0073 0 -4.24 3.482 0.207 0 4 24 60 2 1 1
Q5V4Z9_HALMA 1 C4-dicarboxylate anaerobic carrier dcuC rrnAC0357 689 5.1 3 7 0.9932 R DGYGIRDFLVDTLDGLGR G 3 1980.9905 1982.0066 1.0161 -1.0034 6.43 3.06 0.201 0.5 4 23 68 2 1 1
Q5V4Z9_HALMA 1 C4-dicarboxylate anaerobic carrier dcuC rrnAC0357 689 5.1 3 7 1 R DGYGIRDFLVDTLDGLGR G 3 1980.9905 1982.0182 1.0276 -1.0034 12.27 3.664 0.332 0 1 27 68 2 1 1
Q5V4Z9_HALMA 1 C4-dicarboxylate anaerobic carrier dcuC rrnAC0357 689 5.1 3 7 1 R DGYGIRDFLVDTLDGLGR G 3 1980.9905 1980.9896 -0.0009 0 -0.44 4.353 0.335 0 1 30 68 2 1 1
Q5V4Z9_HALMA 1 C4-dicarboxylate anaerobic carrier dcuC rrnAC0357 689 5.1 3 7 1 R DGYGIRDFLVDTLDGLGR G 3 1980.9905 1980.9933 0.0028 0 1.41 3.714 0.423 0 1 28 68 2 1 1
Q5V4Z9_HALMA 1 C4-dicarboxylate anaerobic carrier dcuC rrnAC0357 689 5.1 3 7 0.9995 K NALNAIFGR T 2 974.5297 974.5254 -0.0043 0 -4.39 2.281 0.214 0 1 13 16 2 0 1
Q5V4Z9_HALMA 1 C4-dicarboxylate anaerobic carrier dcuC rrnAC0357 689 5.1 3 7 0.9992 K NALNAIFGR T 2 974.5297 974.5254 -0.0043 0 -4.39 2.418 0.194 0.1 3 13 16 2 0 1
Q5V5V7_HALMA 1 Sodium-and chloride-dependent transporter nac rrnAC0010 445 5.8 3 7 1 R NAVDAFGELGFKQWR V 3 1736.8634 1736.8656 0.0021 0 1.23 2.754 0.351 0 1 32 56 2 1 1
Q5V5V7_HALMA 1 Sodium-and chloride-dependent transporter nac rrnAC0010 445 5.8 3 7 1 R AFGPTWLWMVR T 2 1362.6907 1362.6858 -0.0050 0 -3.64 3.468 0.349 0 1 15 20 2 0 1
Q5V5V7_HALMA 1 Sodium-and chloride-dependent transporter nac rrnAC0010 445 5.8 3 7 1 R AFGPTWLWMVR T 2 1362.6907 1362.6948 0.0041 0 2.99 3.179 0.416 0 1 16 20 2 0 1
Q5V5V7_HALMA 1 Sodium-and chloride-dependent transporter nac rrnAC0010 445 5.8 3 7 1 R NAVDAFGELGFK Q 2 1266.6244 1266.6229 -0.0015 0 -1.20 2.772 0.366 0 1 17 22 2 0 1
Q5V5V7_HALMA 1 Sodium-and chloride-dependent transporter nac rrnAC0010 445 5.8 3 7 1 R NAVDAFGELGFK Q 2 1266.6244 1266.6256 0.0012 0 0.92 2.949 0.44 0 1 17 22 2 0 1
Q5V5V7_HALMA 1 Sodium-and chloride-dependent transporter nac rrnAC0010 445 5.8 3 7 1 R NAVDAFGELGFKQWR V 3 1736.8634 1736.8624 -0.0010 0 -0.56 2.789 0.378 0 1 25 56 2 1 1
Q5V5V7_HALMA 1 Sodium-and chloride-dependent transporter nac rrnAC0010 445 5.8 3 7 0.9728 R NAVDAFGELGFKQWR V 3 1736.8634 1736.8670 0.0036 0 2.07 2.749 0.097 0.1 2 21 56 2 1 1
Q5V7E1_HALMA 1 Copper-transporting ATPase (EC 3.6.3.4) copA3 pNG6046 868 6.8 5 7 1 R YTPDHDYKLFGFLR - 3 1770.8729 1770.8761 0.0032 0 1.80 2.642 0.477 0 1 27 52 2 1 1
Q5V7E1_HALMA 1 Copper-transporting ATPase (EC 3.6.3.4) copA3 pNG6046 868 6.8 5 7 1 R AGVLPEDKSNAVDSIQDEGR Q 3 2099.0131 2099.0132 0.0001 0 0.04 3.67 0.284 0 1 30 76 2 1 1
Q5V7E1_HALMA 1 Copper-transporting ATPase (EC 3.6.3.4) copA3 pNG6046 868 6.8 5 7 0.9999 R ERLSEDDVLRLAAIAESGSEHPLAR A 5 2733.4045 2733.4103 0.0057 0 2.10 3.172 0.277 0.3 4 48 192 2 2 1
Q5V7E1_HALMA 1 Copper-transporting ATPase (EC 3.6.3.4) copA3 pNG6046 868 6.8 5 7 0.9976 R LAAIAESGSEHPLAR A 3 1520.7947 1521.7882 0.9934 -1.0034 -6.51 3.098 0.174 0.1 5 23 56 2 0 1
Q5V7E1_HALMA 1 Copper-transporting ATPase (EC 3.6.3.4) copA3 pNG6046 868 6.8 5 7 0.9935 R LAAIAESGSEHPLAR A 2 1520.7947 1522.6363 1.8416 -2.0067 -108.56 2.228 0.246 0.5 1 14 28 2 0 1
Q5V7E1_HALMA 1 Copper-transporting ATPase (EC 3.6.3.4) copA3 pNG6046 868 6.8 5 7 0.9995 R LSEDDVLRLAAIAESGSEHPLAR A 4 2448.2608 2448.2629 0.0021 0 0.84 3.486 0.173 0.2 2 35 132 2 1 1
Q5V7E1_HALMA 1 Copper-transporting ATPase (EC 3.6.3.4) copA3 pNG6046 868 6.8 5 7 0.9996 R YTPDHDYKLFGFLR - 3 1770.8729 1770.8820 0.0091 0 5.11 2.436 0.274 0.2 1 20 52 2 1 1
RL39_HALMAReview 0.9985 50S ribosomal protein L39e (Hl39e) (Hl46e) rpl39e rrnAC3112 50 18 2 7 0.9999 R VPAWVMLK T 2 942.5361 942.5375 0.0014 0 1.47 2.291 0.266 0 1 13 14 2 0 1
RL39_HALMAReview 0.9985 50S ribosomal protein L39e (Hl39e) (Hl46e) rpl39e rrnAC3112 50 18 2 7 0.9266 S RVPAWVMLK T 2 1098.6372 1098.6454 0.0082 0 7.49 2.143 0.331 0.3 1 11 16 1 1 1
RL39_HALMAReview 0.9985 50S ribosomal protein L39e (Hl39e) (Hl46e) rpl39e rrnAC3112 50 18 2 7 1 R VPAWVMLK T 2 942.5361 942.5368 0.0007 0 0.69 2.592 0.279 0 1 13 14 2 0 1
RL39_HALMAReview 0.9985 50S ribosomal protein L39e (Hl39e) (Hl46e) rpl39e rrnAC3112 50 18 2 7 0.9999 R VPAWVMLK T 2 942.5361 942.5389 0.0028 0 2.96 2.592 0.246 0 1 13 14 2 0 1
RL39_HALMAReview 0.9985 50S ribosomal protein L39e (Hl39e) (Hl46e) rpl39e rrnAC3112 50 18 2 7 0.9998 R VPAWVMLK T 2 942.5361 942.5369 0.0008 0 0.82 2.275 0.26 0 1 13 14 2 0 1
RL39_HALMAReview 0.9985 50S ribosomal protein L39e (Hl39e) (Hl46e) rpl39e rrnAC3112 50 18 2 7 0.9967 R VPAWVMLK T 2 942.5361 942.5358 -0.0003 0 -0.34 2.452 0.06 0.3 1 13 14 2 0 1
RL39_HALMAReview 0.9985 50S ribosomal protein L39e (Hl39e) (Hl46e) rpl39e rrnAC3112 50 18 2 7 0.9948 R VPAWVMLK T 2 942.5361 942.5377 0.0016 0 1.67 2.34 0.055 0.7 1 13 14 2 0 1
Q5UWB2_HALMA 1 Zinc-transporting ATPase zntA2 rrnB0270 806 5.1 3 6 1 R RSEHPIATAILTR A 3 1463.8208 1463.8215 0.0007 0 0.48 3.736 0.403 0 1 28 48 2 0 1
Q5UWB2_HALMA 1 Zinc-transporting ATPase zntA2 rrnB0270 806 5.1 3 6 1 K GELAVTDVVPAGDTDAATLLSHAAGLER R 3 2748.3930 2750.4082 2.0151 -2.0067 3.07 4.761 0.426 0 1 39 108 2 0 1
Q5UWB2_HALMA 1 Zinc-transporting ATPase zntA2 rrnB0270 806 5.1 3 6 1 R RSEHPIATAILTR A 3 1463.8208 1463.8207 -0.0001 0 -0.08 3.333 0.427 0 1 26 48 2 0 1
Q5UWB2_HALMA 1 Zinc-transporting ATPase zntA2 rrnB0270 806 5.1 3 6 1 R RSEHPIATAILTR A 3 1463.8208 1463.8205 -0.0003 0 -0.21 3.466 0.394 0 1 28 48 2 0 1
Q5UWB2_HALMA 1 Zinc-transporting ATPase zntA2 rrnB0270 806 5.1 3 6 1 R RSEHPIATAILTR A 3 1463.8208 1463.8213 0.0005 0 0.35 3.261 0.421 0 1 30 48 2 0 1
Q5UWB2_HALMA 1 Zinc-transporting ATPase zntA2 rrnB0270 806 5.1 3 6 0.9145 R SEHPIATAILTR A 3 1307.7197 1307.7217 0.0020 0 1.54 2.445 0.035 2.5 41 19 44 2 0 1
Q5UWH6_HALMA 1 Universal stress protein 1 usp1 rrnB0192 294 17 3 6 1 R DRPLVYPPQHVLVPTDGSR G 3 2145.1331 2145.1355 0.0023 0 1.09 4.541 0.351 0 1 31 72 2 0 1
Q5UWH6_HALMA 1 Universal stress protein 1 usp1 rrnB0192 294 17 3 6 1 R ATDATLHLLHVVETGGLGPDAR S 4 2242.1706 2242.1733 0.0027 0 1.19 3.162 0.298 0.1 1 36 126 2 0 1
Q5UWH6_HALMA 1 Universal stress protein 1 usp1 rrnB0192 294 17 3 6 1 R ATDATLHLLHVVETGGLGPDAR S 4 2242.1706 2242.1704 -0.0003 0 -0.12 3.469 0.329 0.1 1 42 126 2 0 1
Q5UWH6_HALMA 1 Universal stress protein 1 usp1 rrnB0192 294 17 3 6 1 R ATDATLHLLHVVETGGLGPDAR S 3 2242.1706 2243.0683 0.8977 -1.0034 -47.12 4.016 0.274 0 1 39 84 2 0 1
Q5UWH6_HALMA 1 Universal stress protein 1 usp1 rrnB0192 294 17 3 6 0.9999 R ATDATLHLLHVVETGGLGPDAR S 4 2242.1706 2242.1765 0.0058 0 2.60 3.238 0.26 0.1 6 30 126 2 0 1
Q5UWH6_HALMA 1 Universal stress protein 1 usp1 rrnB0192 294 17 3 6 0.9997 R ILLGSVTER V 2 986.5760 986.5756 -0.0004 0 -0.43 2.408 0.244 0.1 2 12 16 2 0 1
Q5UWZ4_HALMA 1 Hypothetical protein rrnAC3543 rrnAC3543 153 34.6 4 6 0.9284 R AALRELLGRGDD - 3 1284.6786 1284.6788 0.0002 0 0.16 2.467 0.126 0.2 58 17 44 2 2 1
Q5UWZ4_HALMA 1 Hypothetical protein rrnAC3543 rrnAC3543 153 34.6 4 6 1 R GVAGLPSALGSLSVAPFR A 2 1697.9464 1697.9477 0.0013 0 0.77 2.932 0.316 0 1 17 34 2 0 1
Q5UWZ4_HALMA 1 Hypothetical protein rrnAC3543 rrnAC3543 153 34.6 4 6 1 R GVAGLPSALGSLSVAPFR A 2 1697.9464 1697.9514 0.0050 0 2.92 4.757 0.456 0 1 21 34 2 0 1
Q5UWZ4_HALMA 1 Hypothetical protein rrnAC3543 rrnAC3543 153 34.6 4 6 1 R GVAGLPSALGSLSVAPFR A 3 1697.9464 1698.9567 1.0103 -1.0034 4.07 3.644 0.307 0 1 29 68 2 0 1
Q5UWZ4_HALMA 1 Hypothetical protein rrnAC3543 rrnAC3543 153 34.6 4 6 0.9961 R RLTVLFR E 2 903.5654 903.5656 0.0002 0 0.18 2.254 0.07 1 1 11 12 2 0 1



Q5UXE7_HALMA 1 Hypothetical protein htlA htlA rrnAC3369 368 7.9 3 6 0.9997 R FDDGAIIR E 2 905.4607 906.4654 1.0047 -1.0034 1.52 2.496 0.276 0 1 12 14 2 0 1
Q5UXE7_HALMA 1 Hypothetical protein htlA htlA rrnAC3369 368 7.9 3 6 0.9993 R FDDGAIIR E 2 905.4607 905.1454 -0.3153 0 -348.19 2.091 0.222 0 1 13 14 2 0 1
Q5UXE7_HALMA 1 Hypothetical protein htlA htlA rrnAC3369 368 7.9 3 6 0.9955 R LLGASEPDGIHPDQLR L 3 1716.8795 1716.8831 0.0036 0 2.07 2.397 0.18 0.2 10 21 60 2 0 1
Q5UXE7_HALMA 1 Hypothetical protein htlA htlA rrnAC3369 368 7.9 3 6 0.9770 R LLGASEPDGIHPDQLR L 3 1716.8795 1716.8812 0.0017 0 1.00 2.106 0.199 0.7 284 17 60 2 0 1
Q5UXE7_HALMA 1 Hypothetical protein htlA htlA rrnAC3369 368 7.9 3 6 0.9636 R LLGASEPDGIHPDQLRLEDFS - 3 2308.1335 2308.1402 0.0066 0 2.87 2.712 0.16 0.2 35 22 80 2 1 1
Q5UXI4_HALMA 1 Halocyanin-like hcp3 rrnAC3329 219 5.5 1 6 1 K GAIVVGTDYPTK S 2 1219.6448 1219.6480 0.0032 0 2.64 2.564 0.364 0.1 1 15 22 2 0 1
Q5UXI4_HALMA 1 Halocyanin-like hcp3 rrnAC3329 219 5.5 1 6 1 K GAIVVGTDYPTK S 2 1219.6448 1219.6446 -0.0002 0 -0.16 3.42 0.43 0 1 19 22 2 0 1
Q5UXI4_HALMA 1 Halocyanin-like hcp3 rrnAC3329 219 5.5 1 6 1 K GAIVVGTDYPTK S 2 1219.6448 1219.6456 0.0008 0 0.64 3.329 0.463 0 1 18 22 2 0 1
Q5UXI4_HALMA 1 Halocyanin-like hcp3 rrnAC3329 219 5.5 1 6 1 K GAIVVGTDYPTK S 2 1219.6448 1219.6468 0.0020 0 1.64 3.111 0.45 0 1 19 22 2 0 1
Q5UXI4_HALMA 1 Halocyanin-like hcp3 rrnAC3329 219 5.5 1 6 1 K GAIVVGTDYPTK S 2 1219.6448 1219.6469 0.0021 0 1.74 3.522 0.433 0 1 18 22 2 0 1
Q5UXI4_HALMA 1 Halocyanin-like hcp3 rrnAC3329 219 5.5 1 6 0.9994 K GAIVVGTDYPTK S 1 1219.6448 1219.6427 -0.0021 0 -1.72 2.101 0.411 0 1 14 22 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-) rrnAC3325 rrnAC3325 447 12.5 3 6 1 K EDAYRGDHDDIAPDLTVVPNHGFDLK A 4 2908.3627 2908.3698 0.0071 0 2.44 4.805 0.356 0 1 44 150 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-) rrnAC3325 rrnAC3325 447 12.5 3 6 1 K EDAYRGDHDDIAPDLTVVPNHGFDLK A 4 2908.3627 2908.3725 0.0098 0 3.36 4.504 0.389 0 1 44 150 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-) rrnAC3325 rrnAC3325 447 12.5 3 6 0.9999 K EDAYRGDHDDIAPDLTVVPNHGFDLK A 4 2908.3627 2909.3709 1.0082 -1.0034 1.66 3.626 0.296 0 1 44 150 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-) rrnAC3325 rrnAC3325 447 12.5 3 6 1 R IDDADLYDIAPTILDLLDHDFDR A 3 2673.2810 2673.2818 0.0007 0 0.28 3.633 0.371 0 1 33 88 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-) rrnAC3325 rrnAC3325 447 12.5 3 6 1 R IDDADLYDIAPTILDLLDHDFDR A 3 2673.2810 2673.2843 0.0033 0 1.23 3.431 0.384 0 1 29 88 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-) rrnAC3325 rrnAC3325 447 12.5 3 6 0.9996 R VNHFLFK D 2 903.4966 903.5054 0.0088 0 9.77 2.366 0.206 0.1 3 10 12 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-) cbiK rrnAC3011 407 18.2 3 6 0.9994 R ALTHQAEHADRENVDDDPHVHDAPEK H 4 2945.3288 2945.3276 -0.0012 0 -0.42 2.972 0.177 1.4 2 36 150 2 1 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-) cbiK rrnAC3011 407 18.2 3 6 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 3 2634.4268 2634.4295 0.0027 0 1.03 5.579 0.468 0 1 42 100 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-) cbiK rrnAC3011 407 18.2 3 6 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 3 2634.4268 2634.4260 -0.0008 0 -0.29 5.41 0.473 0 1 42 100 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-) cbiK rrnAC3011 407 18.2 3 6 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 3 2634.4268 2634.4328 0.0060 0 2.28 5.934 0.469 0 1 40 100 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-) cbiK rrnAC3011 407 18.2 3 6 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 3 2634.4268 2634.4304 0.0036 0 1.37 5.172 0.461 0 1 38 100 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-) cbiK rrnAC3011 407 18.2 3 6 1 R VEASFIGVTEPLLDDTLHDIAK T 3 2382.2318 2382.2407 0.0089 0 3.74 4.257 0.357 0 1 31 84 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131) cbiH rrnAC3008 240 12.9 2 6 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6285 3054.6382 1.0096 -1.0034 2.06 4.66 0.535 0 1 34 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131) cbiH rrnAC3008 240 12.9 2 6 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6285 3053.6462 0.0177 0 5.79 5.021 0.493 0 1 35 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131) cbiH rrnAC3008 240 12.9 2 6 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6285 3054.6382 1.0096 -1.0034 2.06 3.913 0.479 0 1 28 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131) cbiH rrnAC3008 240 12.9 2 6 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6285 3053.6330 0.0045 0 1.47 5.753 0.565 0 1 37 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131) cbiH rrnAC3008 240 12.9 2 6 0.9996 D PNVYALAGLALEIIESK G 3 1800.0033 1802.0182 2.0148 -2.0067 4.53 4.369 0.318 0 1 29 64 1 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131) cbiH rrnAC3008 240 12.9 2 6 0.9987 D PNVYALAGLALEIIESK G 3 1800.0033 1800.9982 0.9948 -1.0034 -4.72 3.753 0.318 0 1 28 64 1 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit cctA2 rrnAC2891 590 10.5 5 6 0.9975 R EQLAVEAFADAIDVIPR T 3 1855.9680 1856.6782 0.7101 -1.0034 -157.98 3.029 0.17 0.5 2 24 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit cctA2 rrnAC2891 590 10.5 5 6 1 K DVLAELVVR A 2 1012.5917 1012.5893 -0.0024 0 -2.37 2.964 0.32 0 1 14 16 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit cctA2 rrnAC2891 590 10.5 5 6 1 R EQLAVEAFADAIDVIPR T 3 1855.9680 1856.9752 1.0072 -1.0034 2.08 4.077 0.337 0 1 29 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit cctA2 rrnAC2891 590 10.5 5 6 0.9869 R IFVEDVEDAR A 2 1191.5771 1191.5809 0.0038 0 3.17 2.218 0.054 1 1 16 18 2 0 1
Q5UYM4_HALMA 1 MaoC family protein maoC1 rrnAC2882 247 37.2 4 6 1 R NPLLDTWTETSSHMFNSVVAANR A 3 2589.2282 2589.2356 0.0074 0 2.86 5.83 0.512 0 1 40 88 2 0 1
Q5UYM4_HALMA 1 MaoC family protein maoC1 rrnAC2882 247 37.2 4 6 1 R IAHGTLVGSLISAALAR L 3 1648.9624 1648.9634 0.0010 0 0.59 3.708 0.282 0.2 47 24 64 2 0 1
Q5UYM4_HALMA 1 MaoC family protein maoC1 rrnAC2882 247 37.2 4 6 0.9999 R IAHGTLVGSLISAALAR L 3 1648.9624 1648.9660 0.0035 0 2.15 3.564 0.227 0.6 10 25 64 2 0 1
Q5UYM4_HALMA 1 MaoC family protein maoC1 rrnAC2882 247 37.2 4 6 0.9904 R IEPDEDLPEWHVSISEEHPGR L 3 2470.1401 2470.1385 -0.0016 0 -0.65 1.937 0.193 1.4 4 27 80 2 0 1
Q5UYM4_HALMA 1 MaoC family protein maoC1 rrnAC2882 247 37.2 4 6 0.9824 R IEPDEDLPEWHVSISEEHPGR L 4 2470.1401 2471.1309 0.9908 -1.0034 -5.09 1.81 0.051 3.4 1 40 120 2 0 1
Q5UYM4_HALMA 1 MaoC family protein maoC1 rrnAC2882 247 37.2 4 6 1 K TISEHDVQQFAAASGDTNPLHLDDEFAEQTR F 3 3441.5709 3443.5882 2.0172 -2.0067 3.06 6.325 0.553 0 1 45 120 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2) glnA rrnAC2780 480 11.7 4 6 1 M TSELSEAAQEVLDEIDEKNVDFLR L 3 2749.3294 2749.3401 0.0107 0 3.89 6.317 0.628 0 1 40 92 1 1 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2) glnA rrnAC2780 480 11.7 4 6 1 K HAPAITAVSNPTVNSYKR L 3 1925.0119 1925.0079 -0.0040 0 -2.09 4.473 0.323 0 1 26 68 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2) glnA rrnAC2780 480 11.7 4 6 0.9998 R LDPDPSTFSVLPWR E 2 1628.8198 1628.8254 0.0056 0 3.45 2.176 0.338 0 1 16 26 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2) glnA rrnAC2780 480 11.7 4 6 0.9959 M TSELSEAAQEVLDEIDEK N 3 2004.9375 2004.9382 0.0006 0 0.32 3.608 0.262 0 2 26 68 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2) glnA rrnAC2780 480 11.7 4 6 1 M TSELSEAAQEVLDEIDEKNVDFLR L 3 2749.3294 2749.3452 0.0158 0 5.75 5.621 0.539 0 1 36 92 1 1 1
Q5UZD8_HALMA 1 Hypothetical protein rrnAC2571 rrnAC2571 55 60 1 6 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7098 3727.6902 -0.0196 0 -5.26 6.367 0.557 0 1 44 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein rrnAC2571 rrnAC2571 55 60 1 6 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7098 3727.7140 0.0042 0 1.12 6.855 0.511 0 1 42 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein rrnAC2571 rrnAC2571 55 60 1 6 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7098 3711.7249 0.0151 0 4.06 7.261 0.573 0 1 44 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein rrnAC2571 rrnAC2571 55 60 1 6 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7098 3727.7089 -0.0009 0 -0.25 6.402 0.577 0 1 43 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein rrnAC2571 rrnAC2571 55 60 1 6 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7098 3711.7121 0.0022 0 0.60 6.772 0.469 0 1 41 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein rrnAC2571 rrnAC2571 55 60 1 6 0.9933 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 4 3727.7098 3727.7158 0.0059 0 1.59 3.826 0.129 0.9 10 32 192 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5V0R2_HALMA 1 HTR-like protein htlA rrnAC2034 394 7.1 2 6 0.9074 L AMGPAEVIDLLR N 2 1283.6907 1284.6854 0.9947 -1.0034 -6.72 3.049 0.179 0 1 19 22 1 0 1
Q5V0R2_HALMA 1 HTR-like protein htlA rrnAC2034 394 7.1 2 6 1 R LVGWFLDTFDGSGVLR E 2 1780.9148 1780.9184 0.0036 0 2.03 4.62 0.572 0 1 24 30 2 0 1
Q5V0R2_HALMA 1 HTR-like protein htlA rrnAC2034 394 7.1 2 6 1 R LVGWFLDTFDGSGVLR E 3 1780.9148 1780.9282 0.0133 0 7.49 3.783 0.407 0 5 24 60 2 0 1
Q5V0R2_HALMA 1 HTR-like protein htlA rrnAC2034 394 7.1 2 6 1 R LVGWFLDTFDGSGVLR E 2 1780.9148 1780.9177 0.0029 0 1.61 4.602 0.566 0 1 24 30 2 0 1
Q5V0R2_HALMA 1 HTR-like protein htlA rrnAC2034 394 7.1 2 6 1 R LVGWFLDTFDGSGVLR E 2 1780.9148 1780.9210 0.0062 0 3.46 5.525 0.562 0 1 25 30 2 0 1
Q5V106_HALMA 1 2-hydroxy-6-ketonona-24-dienedioic acid hydrolase (EC 3.7.1.-) mhpC rrnAC1925 349 20.6 5 6 0.9991 R VLLWLLNR G 2 1025.6386 1025.6454 0.0068 0 6.65 2.261 0.229 0.1 9 10 14 2 0 1
Q5V106_HALMA 1 2-hydroxy-6-ketonona-24-dienedioic acid hydrolase (EC 3.7.1.-) mhpC rrnAC1925 349 20.6 5 6 1 R VLLWLLNRGDPVENAR Q 3 1864.0319 1864.0338 0.0019 0 0.99 3.693 0.386 0 1 28 60 2 1 1
Q5V106_HALMA 1 2-hydroxy-6-ketonona-24-dienedioic acid hydrolase (EC 3.7.1.-) mhpC rrnAC1925 349 20.6 5 6 1 R VNVVDGSAIPEALYELLAAGQALPGRPESQR S 4 3219.6888 3221.6909 2.0021 -2.0067 -1.44 4.611 0.346 0 1 44 180 2 0 1
Q5V106_HALMA 1 2-hydroxy-6-ketonona-24-dienedioic acid hydrolase (EC 3.7.1.-) mhpC rrnAC1925 349 20.6 5 6 0.9995 R VNVVDGSAIPEALYELLAAGQALPGRPESQR S 3 3219.6888 3219.6926 0.0038 0 1.19 2.871 0.226 0.2 3 25 120 2 0 1
Q5V106_HALMA 1 2-hydroxy-6-ketonona-24-dienedioic acid hydrolase (EC 3.7.1.-) mhpC rrnAC1925 349 20.6 5 6 1 R VYAPDRPGLGLSAAPSYR D 3 1888.9795 1888.9846 0.0051 0 2.71 3.258 0.336 0 1 30 68 2 0 1
Q5V154_HALMA 1 Putative Hsp20 rrnAC1867 rrnAC1867 251 6.4 1 6 1 R DIGSSISDAIFENIGR A 2 1692.8319 1692.8358 0.0039 0 2.28 3.911 0.457 0 1 23 30 2 0 1
Q5V154_HALMA 1 Putative Hsp20 rrnAC1867 rrnAC1867 251 6.4 1 6 1 R DIGSSISDAIFENIGR A 2 1692.8319 1692.8347 0.0028 0 1.63 3.994 0.496 0 1 23 30 2 0 1
Q5V154_HALMA 1 Putative Hsp20 rrnAC1867 rrnAC1867 251 6.4 1 6 1 R DIGSSISDAIFENIGR A 3 1692.8319 1692.8482 0.0162 0 9.60 4.492 0.392 0 1 38 60 2 0 1
Q5V154_HALMA 1 Putative Hsp20 rrnAC1867 rrnAC1867 251 6.4 1 6 1 R DIGSSISDAIFENIGR A 3 1692.8319 1692.8313 -0.0007 0 -0.39 4.361 0.429 0 1 37 60 2 0 1
Q5V154_HALMA 1 Putative Hsp20 rrnAC1867 rrnAC1867 251 6.4 1 6 1 R DIGSSISDAIFENIGR A 2 1692.8319 1692.8347 0.0028 0 1.63 3.874 0.481 0 1 23 30 2 0 1
Q5V154_HALMA 1 Putative Hsp20 rrnAC1867 rrnAC1867 251 6.4 1 6 1 R DIGSSISDAIFENIGR A 2 1692.8319 1692.8366 0.0047 0 2.79 4.887 0.428 0 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 12.2 4 6 0.9961 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 5 3627.6350 3627.6406 0.0056 0 1.54 3.415 0.115 2.6 4 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 12.2 4 6 0.9999 K ALMWSGLNVFTHR H 3 1530.7765 1530.7831 0.0066 0 4.30 2.41 0.274 0.2 1 26 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 12.2 4 6 0.9123 K ALMWSGLNVFTHR H 3 1530.7765 1530.7582 -0.0184 0 -11.99 1.679 0.093 5.2 4 17 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 12.2 4 6 0.9995 R FLHEPEDGSNVSPR S 3 1582.7376 1582.7380 0.0004 0 0.24 3.255 0.156 0.2 2 25 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 12.2 4 6 1 R GDGYNFLLALGDSFAR N 2 1714.8315 1714.8365 0.0050 0 2.91 4.58 0.443 0 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 12.2 4 6 1 R GDGYNFLLALGDSFAR N 3 1714.8315 1715.8465 1.0150 -1.0034 6.79 4.079 0.272 0 1 32 60 2 0 1

Q5V339_HALMA 1 Hypothetical protein rrnAC1105 rrnAC1105 264 14 3 6 1 R ELGVPEAVEGTPFER T 2 1628.8046 1628.8094 0.0048 0 2.95 3.214 0.524 0 1 20 28 2 0 1
Q5V339_HALMA 1 Hypothetical protein rrnAC1105 rrnAC1105 264 14 3 6 1 R ELGVPEAVEGTPFER T 2 1628.8046 1628.8092 0.0046 0 2.80 3.283 0.538 0 1 23 28 2 0 1
Q5V339_HALMA 1 Hypothetical protein rrnAC1105 rrnAC1105 264 14 3 6 0.9999 R IESDGEEYIIPNKR V 3 1661.8260 1661.8293 0.0033 0 1.97 2.628 0.265 0.1 1 25 52 2 0 1
Q5V339_HALMA 1 Hypothetical protein rrnAC1105 rrnAC1105 264 14 3 6 0.9824 R IESDGEEYIIPNKR V 3 1661.8260 1661.8304 0.0044 0 2.64 2.078 0.105 0.5 1 26 52 2 0 1
Q5V339_HALMA 1 Hypothetical protein rrnAC1105 rrnAC1105 264 14 3 6 0.9969 R VFNTGIVR I 2 904.5130 904.5054 -0.0076 0 -8.38 2.128 0.157 0.6 3 11 14 2 0 1
Q5V339_HALMA 1 Hypothetical protein rrnAC1105 rrnAC1105 264 14 3 6 0.9928 R VFNTGIVR I 2 904.5130 904.5151 0.0021 0 2.31 2.617 0.004 0.3 2 11 14 2 0 1
Q5V433_HALMA 1 Hypothetical protein rrnAC0726 rrnAC0726 411 22.4 5 6 1 K LTHLSDMPILVEYAR R 3 1756.9182 1756.9213 0.0031 0 1.74 4.151 0.378 0 2 27 56 2 0 1
Q5V433_HALMA 1 Hypothetical protein rrnAC0726 rrnAC0726 411 22.4 5 6 0.9980 K DGMGIDDYLEYWLDSDPRFDDAERIEGTQAHR G 5 3784.6700 3784.6856 0.0156 0 4.12 2.793 0.138 1.9 3 43 248 2 2 1
Q5V433_HALMA 1 Hypothetical protein rrnAC0726 rrnAC0726 411 22.4 5 6 1 R LDHDLAPGGYSWIFHTGEDTAK V 3 2429.1288 2429.1355 0.0067 0 2.76 5.364 0.503 0 1 31 84 2 0 1
Q5V433_HALMA 1 Hypothetical protein rrnAC0726 rrnAC0726 411 22.4 5 6 1 R LDHDLAPGGYSWIFHTGEDTAK V 4 2429.1288 2429.1376 0.0088 0 3.63 3.154 0.288 0 1 36 126 2 0 1
Q5V433_HALMA 1 Hypothetical protein rrnAC0726 rrnAC0726 411 22.4 5 6 0.9969 R LMMTELLYLAPNER Y 3 1692.8579 1693.8682 1.0102 -1.0034 4.07 3.514 0.097 0.1 1 25 52 2 0 1
Q5V433_HALMA 1 Hypothetical protein rrnAC0726 rrnAC0726 411 22.4 5 6 0.9999 R LMMTELLYLAPNERYDQLMDDLR S 3 2842.3703 2842.4086 0.0383 0 13.46 4.232 0.249 0 1 29 88 2 1 1
Q5V458_HALMA 1 Hypothetical protein rrnAC0696 rrnAC0696 299 31.1 5 6 1 R AQSFTSETGHEPFVSSYAHVR G 3 2336.0822 2336.0857 0.0035 0 1.49 3.595 0.408 0 1 25 80 2 0 1
Q5V458_HALMA 1 Hypothetical protein rrnAC0696 rrnAC0696 299 31.1 5 6 1 R GLDALVYAPHFTR L 2 1458.7619 1458.7684 0.0065 0 4.44 3.556 0.226 0 1 18 24 2 0 1
Q5V458_HALMA 1 Hypothetical protein rrnAC0696 rrnAC0696 299 31.1 5 6 1 R GLDALVYAPHFTR L 3 1458.7619 1458.7663 0.0044 0 3.03 3.978 0.323 0 1 28 48 2 0 1
Q5V458_HALMA 1 Hypothetical protein rrnAC0696 rrnAC0696 299 31.1 5 6 1 R HVLAIGLEDPIPDFITFDGAMR E 2 2426.2304 2427.8054 1.5750 -2.0067 -177.92 3.914 0.43 0 1 21 42 2 0 1
Q5V458_HALMA 1 Hypothetical protein rrnAC0696 rrnAC0696 299 31.1 5 6 1 R LMLQGTEPTHPDHVAYDGR F 3 2136.0058 2136.0095 0.0037 0 1.71 3.909 0.315 0 1 28 72 2 0 1
Q5V475_HALMA 1 Hypothetical protein rrnAC0675 rrnAC0675 314 20.1 4 6 1 R MPGQIQFGGGGGPGGPGGPGGPGGPGR R 2 2259.0603 2260.0655 1.0052 -1.0034 0.82 6.149 0.626 0 1 30 52 2 0 1
Q5V475_HALMA 1 Hypothetical protein rrnAC0675 rrnAC0675 314 20.1 4 6 1 R FGIDTGPGGPLAYFR G 2 1566.7831 1566.7872 0.0041 0 2.60 3.74 0.494 0 1 23 28 2 0 1
Q5V475_HALMA 1 Hypothetical protein rrnAC0675 rrnAC0675 314 20.1 4 6 1 R FGIDTGPGGPLAYFR G 2 1566.7831 1566.7878 0.0047 0 2.99 3.664 0.459 0 1 19 28 2 0 1
Q5V475_HALMA 1 Hypothetical protein rrnAC0675 rrnAC0675 314 20.1 4 6 1 R MPGQIQFGGGGGPGGPGGPGGPGGPGR R 2 2259.0603 2261.0604 2.0001 -2.0067 -2.93 6.463 0.561 0 1 32 52 2 0 1
Q5V475_HALMA 1 Hypothetical protein rrnAC0675 rrnAC0675 314 20.1 4 6 0.9922 D SGFDESVNTGQTSGSGGVADR F 2 2026.8828 2026.8854 0.0026 0 1.29 2.699 0.315 0 2 16 40 1 0 1

Q5V4H2_HALMA 1 Branched chain amino acid ABC transporter branched chain amino acid-
binding protein livK-1 rrnAC0566 470 13.2 4 6 0.9999 R AVVNNYRDVLEAEGVDIVGER F 3 2316.1710 2316.1624 -0.0086 0 -3.73 3.393 0.282 0 1 31 80 2 1 1

Q5V4H2_HALMA 1 Branched chain amino acid ABC transporter branched chain amino acid-
binding protein livK-1 rrnAC0566 470 13.2 4 6 1 K GDTDPPTDPGSGEVTITAGDTEYR L 2 2450.0721 2451.0802 1.0081 -1.0034 1.92 4.258 0.42 0 1 28 46 2 0 1

Q5V4H2_HALMA 1 Branched chain amino acid ABC transporter branched chain amino acid-
binding protein livK-1 rrnAC0566 470 13.2 4 6 1 D PPTDPGSGEVTITAGDTEYR L 2 2061.9491 2061.9552 0.0061 0 2.93 4.846 0.367 0 1 23 38 1 0 1



Q5V4H2_HALMA 1 Branched chain amino acid ABC transporter branched chain amino acid-
binding protein livK-1 rrnAC0566 470 13.2 4 6 1 D PPTDPGSGEVTITAGDTEYR L 2 2061.9491 2061.9447 -0.0044 0 -2.16 4.703 0.438 0 1 20 38 1 0 1

Q5V4H2_HALMA 1 Branched chain amino acid ABC transporter branched chain amino acid-
binding protein livK-1 rrnAC0566 470 13.2 4 6 1 K YYGDQSLWGFLSGLAYK G 3 1966.9465 1966.9488 0.0022 0 1.13 5.644 0.454 0 1 39 64 2 0 1

Q5V4H2_HALMA 1 Branched chain amino acid ABC transporter branched chain amino acid-
binding protein livK-1 rrnAC0566 470 13.2 4 6 1 K YYGDQSLWGFLSGLAYK G 2 1966.9465 1966.9538 0.0073 0 3.71 5.204 0.575 0 1 28 32 2 0 1

Q5V665_HALMA 1 Probable protease HtpX-like (EC 3.4.24.-) htpX2 pNG7291 274 20.4 5 6 0.9998 R FGYVHQMVR R 2 1135.5597 1135.5667 0.0070 0 6.18 2.649 0.192 0 1 15 16 2 0 1
Q5V665_HALMA 1 Probable protease HtpX-like (EC 3.4.24.-) htpX2 pNG7291 274 20.4 5 6 0.9972 R GAEEMPDDQRFGYVHQMVR R 3 2264.0102 2264.0088 -0.0014 0 -0.62 2.982 0.174 0.5 1 24 72 2 1 1
Q5V665_HALMA 1 Probable protease HtpX-like (EC 3.4.24.-) htpX2 pNG7291 274 20.4 5 6 0.9596 F GYVHQMVR R 2 988.4912 988.4937 0.0025 0 2.49 2.038 0.248 0.1 1 13 14 1 0 1
Q5V665_HALMA 1 Probable protease HtpX-like (EC 3.4.24.-) htpX2 pNG7291 274 20.4 5 6 1 R LMVMDMGVPNAFAVGR K 2 1706.8306 1706.8254 -0.0052 0 -3.03 3.998 0.498 0 1 21 30 2 0 1
Q5V665_HALMA 1 Probable protease HtpX-like (EC 3.4.24.-) htpX2 pNG7291 274 20.4 5 6 1 R LMVMDMGVPNAFAVGR K 2 1706.8306 1707.8454 1.0148 -1.0034 6.72 4.803 0.484 0 1 25 30 2 0 1
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 1 K VVLADEPTGNLDSETGR Q 2 1771.8588 1771.8604 0.0016 0 0.92 5.299 0.547 0 1 25 32 2 0 2 Q5V594_HALMA 
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 1 R IADEDDVAIVAVTHDDLVNEYVDR T 3 2685.2769 2687.2882 2.0112 -2.0067 1.69 5.028 0.414 0 1 30 92 2 0 2 Q5V594_HALMA 
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 1 R LGLDDRLDHKPDELSGGQK Q 4 2092.0549 2092.0595 0.0046 0 2.20 2.613 0.332 0.1 3 35 108 2 1 1
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 1 R LGLDDRLDHKPDELSGGQK Q 4 2092.0549 2092.0556 0.0007 0 0.33 2.906 0.324 0 2 33 108 2 1 1
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 1 R LGLDDRLDHKPDELSGGQK Q 3 2092.0549 2092.0605 0.0056 0 2.67 3.089 0.366 0 1 27 72 2 1 1
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 1 R LGLDDRLDHKPDELSGGQK Q 4 2092.0549 2092.0576 0.0026 0 1.26 2.76 0.31 0.1 1 34 108 2 1 1
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 0.9999 R LGLDDRLDHKPDELSGGQK Q 4 2092.0549 2092.0593 0.0043 0 2.08 2.799 0.316 0.1 12 34 108 2 1 1
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 1 R TVHLVDGTIGR E 2 1166.6407 1166.6411 0.0004 0 0.31 2.727 0.297 0 1 16 20 2 0 2 Q5V594_HALMA 
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 0.9998 R TVHLVDGTIGR E 2 1166.6407 1166.6418 0.0011 0 0.94 2.836 0.199 0 1 15 20 2 0 2 Q5V594_HALMA 
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 0.9995 R TVHLVDGTIGR E 2 1166.6407 1166.6396 -0.0011 0 -0.94 2.486 0.217 0 2 14 20 2 0 2 Q5V594_HALMA 
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 1 K VVLADEPTGNLDSETGR Q 2 1771.8588 1771.8580 -0.0008 0 -0.46 4.463 0.578 0 1 25 32 2 0 2 Q5V594_HALMA 
Q5V7G2_HALMA 1 ABC transporter ATP-binding protein yvrO-1 pNG5003 227 34.8 5 6 0.9894 K VVLADEPTGNLDSETGRQILDEFRR I 4 2829.4257 2829.4277 0.0020 0 0.69 1.446 0.055 3.5 1 31 144 2 1 1
Q5V7G3_HALMA 1 ABC transporter permease protein abcP-1 pNG5001 367 20.4 4 6 1 R VGTVSYNREDAASETIYGVENPAALYEAQEGR V 3 3458.6226 3459.6051 0.9825 -1.0034 -6.03 5.393 0.44 0 1 31 124 2 1 1
Q5V7G3_HALMA 1 ABC transporter permease protein abcP-1 pNG5001 367 20.4 4 6 1 K AASEEPVDALRG - 2 1213.5939 1213.5930 -0.0009 0 -0.77 2.962 0.421 0 1 16 22 2 1 2 Q5V593_HALMA 
Q5V7G3_HALMA 1 ABC transporter permease protein abcP-1 pNG5001 367 20.4 4 6 0.9999 K AASEEPVDALRG - 2 1213.5939 1213.5930 -0.0009 0 -0.77 2.847 0.397 0 1 17 22 2 1 2 Q5V593_HALMA 
Q5V7G3_HALMA 1 ABC transporter permease protein abcP-1 pNG5001 367 20.4 4 6 1 R AVLEEGDAFSSANPDNR I 2 1790.8071 1790.8062 -0.0009 0 -0.49 4.309 0.475 0 1 27 32 2 0 1
Q5V7G3_HALMA 1 ABC transporter permease protein abcP-1 pNG5001 367 20.4 4 6 1 R AVLEEGDAFSSANPDNR I 2 1790.8071 1790.8091 0.0019 0 1.08 4.006 0.508 0 1 25 32 2 0 1
Q5V7G3_HALMA 1 ABC transporter permease protein abcP-1 pNG5001 367 20.4 4 6 1 R SYSEVYITESTGTR A 2 1591.7366 1591.7383 0.0016 0 1.02 3.942 0.504 0 1 19 26 2 0 1
Q5V7G3_HALMA 1 ABC transporter permease protein abcP-1 pNG5001 367 20.4 4 6 0.9964 R SYSEVYITESTGTR A 2 1591.7366 1591.7353 -0.0013 0 -0.82 2.873 0.063 0.3 1 17 26 2 0 1
Q5V7G3_HALMA 1 ABC transporter permease protein abcP-1 pNG5001 367 20.4 4 6 1 R VGTVSYNREDAASETIYGVENPAALYEAQEGR V 3 3458.6226 3460.6282 2.0055 -2.0067 -0.33 6.516 0.547 0 1 45 124 2 1 1
Q5V859_HALMA 1 Hypothetical protein pNG1001 pNG1001 216 10.6 1 6 1 M SKDDSSEDDEQNPHLHLSEKYDR M 4 2743.1957 2743.1982 0.0025 0 0.90 6.192 0.556 0 1 53 132 2 2 1
Q5V859_HALMA 1 Hypothetical protein pNG1001 pNG1001 216 10.6 1 6 1 M SKDDSSEDDEQNPHLHLSEKYDR M 4 2743.1957 2743.1962 0.0005 0 0.19 6.106 0.405 0 1 48 132 2 2 1
Q5V859_HALMA 1 Hypothetical protein pNG1001 pNG1001 216 10.6 1 6 1 M SKDDSSEDDEQNPHLHLSEKYDR M 4 2743.1957 2743.2004 0.0047 0 1.70 5.713 0.468 0 1 47 132 2 2 1
Q5V859_HALMA 1 Hypothetical protein pNG1001 pNG1001 216 10.6 1 6 0.9997 M SKDDSSEDDEQNPHLHLSEKYDR M 3 2743.1957 2743.1969 0.0012 0 0.44 3.685 0.408 0 1 28 88 2 2 1
Q5V859_HALMA 1 Hypothetical protein pNG1001 pNG1001 216 10.6 1 6 0.9994 M SKDDSSEDDEQNPHLHLSEKYDR M 4 2743.1957 2743.2058 0.0100 0 3.66 4.677 0.334 0 1 38 132 2 2 1

UPPP_HALMAReview 1 Undecaprenyl-diphosphatase (EC 3.6.1.27) (Undecaprenyl
pyrophosphatephosphatase) uppP rrnAC3219 270 9.3 1 6 0.9991 R EIPDGFDAVLVGVLQGLAILPGVSR S 3 2534.4108 2536.4033 1.9925 -2.0067 -5.62 3.071 0.265 0.3 14 22 96 2 0 1

UPPP_HALMAReview 1 Undecaprenyl-diphosphatase (EC 3.6.1.27) (Undecaprenyl
pyrophosphatephosphatase) uppP rrnAC3219 270 9.3 1 6 1 R EIPDGFDAVLVGVLQGLAILPGVSR S 3 2534.4108 2534.4102 -0.0006 0 -0.25 3.509 0.382 0 1 31 96 2 0 1

UPPP_HALMAReview 1 Undecaprenyl-diphosphatase (EC 3.6.1.27) (Undecaprenyl
pyrophosphatephosphatase) uppP rrnAC3219 270 9.3 1 6 1 R EIPDGFDAVLVGVLQGLAILPGVSR S 3 2534.4108 2535.4282 1.0173 -1.0034 5.52 4.061 0.441 0 1 34 96 2 0 1

UPPP_HALMAReview 1 Undecaprenyl-diphosphatase (EC 3.6.1.27) (Undecaprenyl
pyrophosphatephosphatase) uppP rrnAC3219 270 9.3 1 6 1 R EIPDGFDAVLVGVLQGLAILPGVSR S 3 2534.4108 2534.4146 0.0037 0 1.48 4.021 0.445 0 1 32 96 2 0 1

UPPP_HALMAReview 1 Undecaprenyl-diphosphatase (EC 3.6.1.27) (Undecaprenyl
pyrophosphatephosphatase) uppP rrnAC3219 270 9.3 1 6 1 R EIPDGFDAVLVGVLQGLAILPGVSR S 2 2534.4108 2534.4122 0.0014 0 0.54 4.466 0.428 0 1 25 48 2 0 1

UPPP_HALMAReview 1 Undecaprenyl-diphosphatase (EC 3.6.1.27) (Undecaprenyl
pyrophosphatephosphatase) uppP rrnAC3219 270 9.3 1 6 1 R EIPDGFDAVLVGVLQGLAILPGVSR S 3 2534.4108 2534.4118 0.0010 0 0.40 3.897 0.427 0 1 30 96 2 0 1

Q5V1E4_HALMA 0.9791 Transporter possibly hexose rrnAC1760 rrnAC1760 449 2.9 1 6 1 K SFEGIDQILADLR T 2 1475.7620 1475.7652 0.0032 0 2.17 4.27 0.414 0 1 21 24 2 0 1
Q5V1E4_HALMA 0.9791 Transporter possibly hexose rrnAC1760 rrnAC1760 449 2.9 1 6 1 K SFEGIDQILADLR T 2 1475.7620 1475.7652 0.0032 0 2.17 3.979 0.26 0.1 1 21 24 2 0 1
Q5V1E4_HALMA 0.9791 Transporter possibly hexose rrnAC1760 rrnAC1760 449 2.9 1 6 1 K SFEGIDQILADLR T 2 1475.7620 1475.7641 0.0021 0 1.43 4.245 0.406 0 1 21 24 2 0 1
Q5V1E4_HALMA 0.9791 Transporter possibly hexose rrnAC1760 rrnAC1760 449 2.9 1 6 1 K SFEGIDQILADLR T 2 1475.7620 1475.7660 0.0039 0 2.67 3.831 0.186 0.2 1 21 24 2 0 1
Q5V1E4_HALMA 0.9791 Transporter possibly hexose rrnAC1760 rrnAC1760 449 2.9 1 6 1 K SFEGIDQILADLR T 2 1475.7620 1475.7635 0.0015 0 1.02 3.834 0.216 0.1 1 21 24 2 0 1
Q5V1E4_HALMA 0.9791 Transporter possibly hexose rrnAC1760 rrnAC1760 449 2.9 1 6 1 K SFEGIDQILADLR T 2 1475.7620 1475.7633 0.0013 0 0.85 3.948 0.404 0 1 21 24 2 0 1
Q5UW64_HALMA 1 Cell division protein ftsZ2 rrnB0325 425 12.7 4 5 0.9992 R TSGTAAIEDERLEVRR A 4 1801.9282 1801.9284 0.0002 0 0.11 2.157 0.31 0.5 74 24 90 2 1 1
Q5UW64_HALMA 1 Cell division protein ftsZ2 rrnB0325 425 12.7 4 5 1 R ALAVFAGPPAWLIR D 2 1480.8554 1480.8454 -0.0100 0 -6.74 3.035 0.315 0 1 19 26 2 0 1
Q5UW64_HALMA 1 Cell division protein ftsZ2 rrnB0325 425 12.7 4 5 1 R ALAVFAGPPAWLIR D 2 1480.8554 1480.8563 0.0009 0 0.59 3.13 0.342 0 1 19 26 2 0 1
Q5UW64_HALMA 1 Cell division protein ftsZ2 rrnB0325 425 12.7 4 5 1 R FLGDNADDVDEIEAYNAVETTLRR A 3 2725.2831 2726.2882 1.0050 -1.0034 0.62 3.544 0.342 0 1 30 92 2 0 1
Q5UW64_HALMA 1 Cell division protein ftsZ2 rrnB0325 425 12.7 4 5 0.9880 R TSGTAAIEDERLEVR R 3 1645.8271 1645.8319 0.0048 0 2.92 2.308 0.254 1.3 140 17 56 2 1 1
Q5UWB1_HALMA 1 Hypothetical protein rrnB0271 rrnB0271 412 6.6 2 5 1 R VATTGIVIGAIANTLTK A 3 1641.9665 1641.9682 0.0017 0 1.03 4.151 0.356 0 1 33 64 2 0 1
Q5UWB1_HALMA 1 Hypothetical protein rrnB0271 rrnB0271 412 6.6 2 5 1 R VATTGIVIGAIANTLTK A 3 1641.9665 1641.9744 0.0079 0 4.83 4.132 0.389 0 1 30 64 2 0 1
Q5UWB1_HALMA 1 Hypothetical protein rrnB0271 rrnB0271 412 6.6 2 5 0.9999 R VATTGIVIGAIANTLTK A 2 1641.9665 1641.9686 0.0021 0 1.27 2.919 0.322 0 15 13 32 2 0 1
Q5UWB1_HALMA 1 Hypothetical protein rrnB0271 rrnB0271 412 6.6 2 5 0.9975 M VEIIDSLLLR L 2 1169.7020 1169.7009 -0.0011 0 -0.96 3.203 0.238 0 1 16 18 2 0 1
Q5UWB1_HALMA 1 Hypothetical protein rrnB0271 rrnB0271 412 6.6 2 5 0.9669 M VEIIDSLLLR L 2 1169.7020 1169.7054 0.0034 0 2.93 2.651 0.216 0 5 15 18 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1) acs4 rrnB0265 616 13 4 5 0.9985 M VTSHNLPDYDTAR Q 3 1487.7004 1488.6646 0.9642 -1.0034 -26.31 3.293 0.336 0.1 2 22 48 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1) acs4 rrnB0265 616 13 4 5 0.9994 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 5 3054.5410 3054.5464 0.0054 0 1.77 3.688 0.204 0.1 4 48 224 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1) acs4 rrnB0265 616 13 4 5 0.9875 R IPEHYVALVGTLK H 3 1438.8184 1438.8082 -0.0103 0 -7.13 2.645 0.055 0.9 1 24 48 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1) acs4 rrnB0265 616 13 4 5 1 R SSQFANVLDDLGVAQGDRVFSYMPR I 3 2771.3337 2771.3327 -0.0010 0 -0.36 3.894 0.325 0 1 33 96 2 1 1
Q5UWG6_HALMA 1 High-affinity branched-chain amino acid transport protein livM-7 rrnB0204 435 8.3 3 5 0.9751 K SIREDQQVTQALGKDTR L 4 1944.0024 1943.9995 -0.0030 0 -1.53 3.692 0.155 0.2 103 28 96 2 2 1
Q5UWG6_HALMA 1 High-affinity branched-chain amino acid transport protein livM-7 rrnB0204 435 8.3 3 5 0.9999 K AIASSVALSQQATREDDNE - 2 2003.9396 2003.9395 -0.0001 0 -0.04 3.601 0.32 0 1 22 36 2 1 1
Q5UWG6_HALMA 1 High-affinity branched-chain amino acid transport protein livM-7 rrnB0204 435 8.3 3 5 0.9999 K SIREDQQVTQALGK D 2 1571.8267 1571.8275 0.0008 0 0.49 3.466 0.346 0.1 4 14 26 2 1 1
Q5UWG6_HALMA 1 High-affinity branched-chain amino acid transport protein livM-7 rrnB0204 435 8.3 3 5 0.9634 K SIREDQQVTQALGK D 3 1571.8267 1571.8280 0.0013 0 0.83 2.595 0.145 1.8 33 19 52 2 1 1
Q5UWG6_HALMA 1 High-affinity branched-chain amino acid transport protein livM-7 rrnB0204 435 8.3 3 5 0.9999 K SIREDQQVTQALGKDTR L 3 1944.0024 1944.0025 0.0001 0 0.05 3.297 0.258 0 1 26 64 2 2 1
Q5UWH0_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB2 rrnB0199 338 26.6 5 5 0.9999 K PVPEMQFMGFMYPAFDQIVSHAAR L 3 2768.2913 2769.2782 0.9868 -1.0034 -5.96 2.978 0.482 0 1 32 92 1 0 1
Q5UWH0_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB2 rrnB0199 338 26.6 5 5 0.9974 R AFREDVPTKPYQVSLNEAAIR R 4 2403.2546 2403.2626 0.0080 0 3.34 2.869 0.167 1.3 8 32 120 2 1 1
Q5UWH0_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB2 rrnB0199 338 26.6 5 5 0.9998 K GLLAASIRDPDPVIFLEPK L 3 2050.1463 2050.1370 -0.0093 0 -4.53 2.858 0.275 0.2 1 27 72 2 1 1
Q5UWH0_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB2 rrnB0199 338 26.6 5 5 1 K TGGLGAEIATTIQEEALVHQEAPIKR I 4 2731.4504 2732.4509 1.0005 -1.0034 -1.05 5.011 0.426 0 1 49 150 2 0 1
Q5UWH0_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1) pdhB2 rrnB0199 338 26.6 5 5 1 K TGGLGAEIATTIQEEALVHQEAPIKR I 4 2731.4504 2731.4545 0.0041 0 1.51 4.589 0.377 0 1 45 150 2 0 1
Q5UWX0_HALMA 1 Hypothetical protein rrnB0019 rrnB0019 148 11.5 1 5 1 K IGPFLLTGIAMGITGIR W 3 1744.9960 1746.0082 1.0121 -1.0034 5.04 3.836 0.259 0.1 1 27 64 2 0 1 IGPFLLTGIAM[147]GITGIR
Q5UWX0_HALMA 1 Hypothetical protein rrnB0019 rrnB0019 148 11.5 1 5 1 K IGPFLLTGIAMGITGIR W 3 1728.9960 1729.9960 1.0000 -1.0034 -1.96 4.725 0.392 0 1 30 64 2 0 1
Q5UWX0_HALMA 1 Hypothetical protein rrnB0019 rrnB0019 148 11.5 1 5 1 K IGPFLLTGIAMGITGIR W 2 1728.9960 1729.0005 0.0044 0 2.57 4.457 0.548 0 1 24 32 2 0 1
Q5UWX0_HALMA 1 Hypothetical protein rrnB0019 rrnB0019 148 11.5 1 5 1 K IGPFLLTGIAMGITGIR W 2 1728.9960 1730.0054 1.0094 -1.0034 3.51 5.489 0.524 0 1 24 32 2 0 1
Q5UWX0_HALMA 1 Hypothetical protein rrnB0019 rrnB0019 148 11.5 1 5 1 K IGPFLLTGIAMGITGIR W 3 1728.9960 1728.9982 0.0021 0 1.24 3.967 0.297 0 1 30 64 2 0 1
Q5UXG3_HALMA 1 Hypothetical protein rrnAC3351 rrnAC3351 453 7.9 3 5 0.9979 R YGGEHLLYVAR Y 3 1276.6564 1277.6960 1.0396 -1.0034 28.38 2.963 0.169 0.1 6 20 40 2 0 1
Q5UXG3_HALMA 1 Hypothetical protein rrnAC3351 rrnAC3351 453 7.9 3 5 1 R GVYENFFEPLLDAK F 2 1640.8086 1640.8084 -0.0002 0 -0.11 3.865 0.474 0 1 19 26 2 0 1
Q5UXG3_HALMA 1 Hypothetical protein rrnAC3351 rrnAC3351 453 7.9 3 5 1 R GVYENFFEPLLDAK F 2 1640.8086 1640.8121 0.0035 0 2.12 3.421 0.497 0 1 21 26 2 0 1
Q5UXG3_HALMA 1 Hypothetical protein rrnAC3351 rrnAC3351 453 7.9 3 5 1 R LLDALVDAVGR D 2 1140.6502 1140.6538 0.0036 0 3.12 3.354 0.374 0 1 19 20 2 0 1
Q5UXG3_HALMA 1 Hypothetical protein rrnAC3351 rrnAC3351 453 7.9 3 5 0.9994 R YGGEHLLYVAR Y 3 1276.6564 1277.6482 0.9917 -1.0034 -9.09 3.041 0.192 0.1 2 18 40 2 0 1
Q5UXP1_HALMA 1 Molybdenum ABC transporter permease protein modB rrnAC3266 228 14.5 3 5 1 R LDVALVVLK E 2 968.6270 968.6280 0.0009 0 0.97 3.193 0.286 0 1 15 16 2 0 1
Q5UXP1_HALMA 1 Molybdenum ABC transporter permease protein modB rrnAC3266 228 14.5 3 5 1 R TLTTAIQLEAR Q 2 1215.6823 1215.6822 -0.0001 0 -0.08 2.817 0.311 0.1 1 18 20 2 0 1
Q5UXP1_HALMA 1 Molybdenum ABC transporter permease protein modB rrnAC3266 228 14.5 3 5 1 R YGIATAVLAGFGR A 2 1294.7033 1296.5654 1.8621 -2.0067 -111.67 4.082 0.473 0 1 22 24 2 0 1
Q5UXP1_HALMA 1 Molybdenum ABC transporter permease protein modB rrnAC3266 228 14.5 3 5 1 R YGIATAVLAGFGR A 2 1294.7033 1296.5654 1.8621 -2.0067 -111.67 3.756 0.472 0 1 22 24 2 0 1
Q5UXU7_HALMA 1 Hypothetical protein rrnAC3202 rrnAC3202 602 13.5 4 5 0.9989 K QKVELWYNEPDESPFNVPKLDK S 4 2674.3279 2674.3405 0.0126 0 4.71 3.24 0.188 0.4 6 35 126 2 2 1
Q5UXU7_HALMA 1 Hypothetical protein rrnAC3202 rrnAC3202 602 13.5 4 5 0.9993 R KIEEAFENKHYLSSLETPDYHK L 5 2677.3024 2677.3083 0.0059 0 2.19 3.051 0.119 1.7 1 43 168 2 1 1
Q5UXU7_HALMA 1 Hypothetical protein rrnAC3202 rrnAC3202 602 13.5 4 5 0.9980 R KIEEAFENKHYLSSLETPDYHK L 4 2677.3024 2677.3142 0.0117 0 4.38 3.419 0.153 0.6 5 33 126 2 1 1
Q5UXU7_HALMA 1 Hypothetical protein rrnAC3202 rrnAC3202 602 13.5 4 5 1 R YHNSPEESIIELFK N 3 1704.8359 1704.8360 0.0001 0 0.06 3.722 0.314 0.1 1 25 52 2 0 1
Q5UXU7_HALMA 1 Hypothetical protein rrnAC3202 rrnAC3202 602 13.5 4 5 0.9938 R YHNSPEESIIELFK N 3 1704.8359 1704.8360 0.0001 0 0.06 2.719 0.097 1 2 22 52 2 0 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14) atpG rrnAC3152 110 27.3 2 5 0.9989 R IQEAEQEADEIVEEAEQDREDR I 3 2630.1580 2630.1599 0.0018 0 0.70 2.884 0.227 0 1 30 84 2 1 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14) atpG rrnAC3152 110 27.3 2 5 1 R IQEAEQEADEIVEEAEQDREDR I 3 2630.1580 2630.1643 0.0062 0 2.37 3.748 0.284 0 1 30 84 2 1 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14) atpG rrnAC3152 110 27.3 2 5 1 M PRPEVLDRIQEAEQEADEIVEEAEQDREDR I 5 3592.6877 3593.7136 1.0259 -1.0034 6.27 4.936 0.342 0 1 62 232 2 2 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14) atpG rrnAC3152 110 27.3 2 5 0.9998 M PRPEVLDRIQEAEQEADEIVEEAEQDREDR I 4 3592.6877 3592.6857 -0.0020 0 -0.55 5.305 0.374 0 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 5 0.9963 M PRPEVLDRIQEAEQEADEIVEEAEQDREDR I 5 3592.6877 3594.7136 2.0259 -2.0067 5.34 4.619 0.297 0 1 63 232 2 2 1
Q5UY16_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-9 rrnAC3128 252 26.2 4 5 0.9995 R RLEPSYGEIAFQGDSIIGMDPHEVVQR G 4 3042.4869 3042.4938 0.0069 0 2.27 3.061 0.125 1.4 1 40 156 2 0 1
Q5UY16_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-9 rrnAC3128 252 26.2 4 5 0.9997 K ENATIAALAAEHGSFR F 3 1656.8220 1656.8302 0.0081 0 4.91 2.891 0.207 0 2 26 60 2 0 1
Q5UY16_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-9 rrnAC3128 252 26.2 4 5 1 R RLEPSYGEIAFQGDSIIGMDPHEVVQR G 4 3042.4869 3042.4926 0.0057 0 1.87 4.884 0.506 0 1 52 156 2 0 1
Q5UY16_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-9 rrnAC3128 252 26.2 4 5 0.9968 K SFQTASIFPELTVKENATIAALAAEHGSFR F 4 3205.6408 3207.6509 2.0101 -2.0067 1.05 2.861 0.123 0.2 1 42 174 2 1 1
Q5UY16_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-9 rrnAC3128 252 26.2 4 5 0.9607 K STFINLVTR R 2 1049.5869 1051.5854 1.9985 -2.0067 -7.79 2.315 0.112 0.5 4 14 16 2 0 1



Q5UY19_HALMA 1 Universal stress protein usp33 rrnAC3125 132 31.8 3 5 1 V RVTLLHDFEENPEGASVDQVASVR R 3 2667.3252 2667.3356 0.0104 0 3.89 5.078 0.435 0 1 29 92 1 1 1
Q5UY19_HALMA 1 Universal stress protein usp33 rrnAC3125 132 31.8 3 5 1 R GTAIAESITEIPMDASQVR V 2 1987.9884 1987.9989 0.0105 0 5.26 4.278 0.543 0 1 22 36 2 0 1
Q5UY19_HALMA 1 Universal stress protein usp33 rrnAC3125 132 31.8 3 5 1 R VTLLHDFEENPEGASVDQVASVR R 2 2511.2241 2511.2454 0.0213 0 8.49 3.062 0.302 0 1 18 44 2 0 1
Q5UY19_HALMA 1 Universal stress protein usp33 rrnAC3125 132 31.8 3 5 0.9424 R VTLLHDFEENPEGASVDQVASVR R 3 2511.2241 2511.2182 -0.0060 0 -2.37 2.688 0.049 0.4 10 24 88 2 0 1
Q5UZC1_HALMA 1 Arsenical pump-driving ATPase (EC 3.6.3.16) arsA3 rrnAC2592 426 3.3 1 5 1 R LLGLPEFLEGWIDR L 3 1656.8875 1657.8682 0.9806 -1.0034 -13.70 4.878 0.343 0 1 30 52 2 0 1
Q5UZC1_HALMA 1 Arsenical pump-driving ATPase (EC 3.6.3.16) arsA3 rrnAC2592 426 3.3 1 5 1 R LLGLPEFLEGWIDR L 2 1656.8875 1656.8907 0.0032 0 1.93 3.655 0.446 0 1 21 26 2 0 1
Q5UZC1_HALMA 1 Arsenical pump-driving ATPase (EC 3.6.3.16) arsA3 rrnAC2592 426 3.3 1 5 1 R LLGLPEFLEGWIDR L 3 1656.8875 1657.8947 1.0072 -1.0034 2.33 5.112 0.449 0 1 33 52 2 0 1
Q5UZC1_HALMA 1 Arsenical pump-driving ATPase (EC 3.6.3.16) arsA3 rrnAC2592 426 3.3 1 5 1 R LLGLPEFLEGWIDR L 2 1656.8875 1656.8883 0.0008 0 0.46 3.176 0.401 0 1 20 26 2 0 1
Q5UZC1_HALMA 1 Arsenical pump-driving ATPase (EC 3.6.3.16) arsA3 rrnAC2592 426 3.3 1 5 1 R LLGLPEFLEGWIDR L 2 1656.8875 1656.8854 -0.0021 0 -1.25 3.657 0.453 0 1 21 26 2 0 1
Q5UZN0_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-5 rrnAC2466 369 14.6 4 5 0.9903 K LRDDYLAIASLGLAEVVR I 3 1973.0946 1973.0973 0.0026 0 1.33 2.837 0.162 0.5 5 25 68 2 1 1
Q5UZN0_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-5 rrnAC2466 369 14.6 4 5 0.9614 R ELIWPDSMGGGRDE - 2 1560.6878 1560.6854 -0.0024 0 -1.52 2.26 0.265 0.1 74 12 26 2 1 1
Q5UZN0_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-5 rrnAC2466 369 14.6 4 5 0.9972 M STLDVGTYSPR E 2 1194.5880 1194.5905 0.0025 0 2.11 2.691 0.318 0 1 17 20 2 0 1
Q5UZN0_HALMA 1 Branched-chain amino acid ABC transporter permease protein livM-5 rrnAC2466 369 14.6 4 5 1 R TDEDLAETLGK N 2 1190.5666 1190.5606 -0.0060 0 -5.02 2.745 0.366 0 2 17 20 2 0 1
Q5V0T5_HALMA 1 Hypothetical protein rrnAC2006 rrnAC2006 232 22.8 3 5 1 R TVQWLIDQLTTAYR V 2 1706.8991 1706.9027 0.0036 0 2.09 3.804 0.507 0 1 19 26 2 0 1
Q5V0T5_HALMA 1 Hypothetical protein rrnAC2006 rrnAC2006 232 22.8 3 5 1 R FDLLGHSAGGLTAAHLDADGIGNR V 4 2377.1774 2377.1835 0.0061 0 2.57 3.709 0.546 0 1 43 138 2 0 1
Q5V0T5_HALMA 1 Hypothetical protein rrnAC2006 rrnAC2006 232 22.8 3 5 1 R TVQWLIDQLTTAYR V 3 1706.8991 1706.9057 0.0065 0 3.83 4.625 0.428 0 1 29 52 2 0 1
Q5V0T5_HALMA 1 Hypothetical protein rrnAC2006 rrnAC2006 232 22.8 3 5 1 R VHAVELPTHITDYRR E 4 1805.9536 1805.9570 0.0034 0 1.86 2.428 0.242 0.4 1 29 84 2 0 1
Q5V0T5_HALMA 1 Hypothetical protein rrnAC2006 rrnAC2006 232 22.8 3 5 0.9999 R VHAVELPTHITDYRR E 4 1805.9536 1805.9593 0.0057 0 3.14 2.106 0.207 0.8 1 28 84 2 0 1
Q5V0T7_HALMA 1 Cell division protein FtsZ ftsZ3 rrnAC2004 412 9.2 3 5 0.9841 R LLDYVPNLPIGK A 2 1340.7704 1342.8054 2.0350 -2.0067 21.13 2.388 0.185 0.3 4 12 22 2 0 1
Q5V0T7_HALMA 1 Cell division protein FtsZ ftsZ3 rrnAC2004 412 9.2 3 5 1 K AFSVMDQIIAETVK G 2 1550.8014 1550.8034 0.0020 0 1.30 3.487 0.441 0 1 17 26 2 0 1
Q5V0T7_HALMA 1 Cell division protein FtsZ ftsZ3 rrnAC2004 412 9.2 3 5 1 K AFSVMDQIIAETVK G 2 1550.8014 1550.8001 -0.0013 0 -0.82 2.841 0.37 0 1 15 26 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit cctA3 rrnAC1815 526 21.9 5 5 0.9949 R ALNDALDTVIAALDAGGVVPGAGATEIAIADHIR S 4 3269.7255 3269.7434 0.0178 0 5.45 3.308 0.03 1.7 1 50 198 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit cctA3 rrnAC1815 526 21.9 5 5 0.9838 K GTGDVEAEKLAEVVVDAVR H 3 1956.0164 1956.0342 0.0178 0 9.09 2.778 0.119 1.1 1 29 72 2 1 1
Q5V199_HALMA 1 Thermosome alpha subunit cctA3 rrnAC1815 526 21.9 5 5 1 K QLAVEAFADAVDVLPR T 3 1712.9097 1712.9146 0.0049 0 2.87 2.866 0.319 0.1 1 26 60 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit cctA3 rrnAC1815 526 21.9 5 5 0.9999 K QLAVEAFADAVDVLPR T 3 1712.9097 1712.9121 0.0023 0 1.37 2.788 0.236 0.2 1 23 60 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit cctA3 rrnAC1815 526 21.9 5 5 1 R TLAENTGLDAIDALVDLR A 3 1898.9949 1899.0049 0.0100 0 5.26 4.539 0.284 0 1 40 68 2 0 1
Q5V1B9_HALMA 1 Holliday junction DNA helicase ruvB rrnAC1792 850 12.7 5 5 1 R ERIDQSDESGTAGMGGDSGSDSTDGAPSINR E 3 3068.2861 3070.3282 2.0420 -2.0067 11.52 4.18 0.422 0 1 35 120 2 1 1
Q5V1B9_HALMA 1 Holliday junction DNA helicase ruvB rrnAC1792 850 12.7 5 5 0.9999 R HGWLAEFLSAEPR R 3 1511.7521 1511.7531 0.0010 0 0.67 3.012 0.22 0.3 1 26 48 2 0 1
Q5V1B9_HALMA 1 Holliday junction DNA helicase ruvB rrnAC1792 850 12.7 5 5 0.9919 R HGWLAEFLSAEPR R 3 1511.7521 1512.7282 0.9760 -1.0034 -18.06 2.543 0.135 0.4 1 22 48 2 0 1
Q5V1B9_HALMA 1 Holliday junction DNA helicase ruvB rrnAC1792 850 12.7 5 5 0.9999 R SFADVGGMSELLETLNHK V 3 1946.9408 1946.9454 0.0046 0 2.35 2.673 0.273 0.1 2 24 68 2 0 1
Q5V2C6_HALMA 1 Putative DNA binding rrnAC1397 rrnAC1397 103 24.3 2 5 0.9999 R GLAHPNELDDEEVEAFR V 3 1939.8912 1938.8780 -1.0133 1 -6.84 4.391 0.328 0 2 29 64 2 0 1
Q5V2C6_HALMA 1 Putative DNA binding rrnAC1397 rrnAC1397 103 24.3 2 5 0.9999 R ESWLALHR G 2 1010.5297 1010.5326 0.0029 0 2.87 2.388 0.272 0.1 1 12 14 2 0 1
Q5V2C6_HALMA 1 Putative DNA binding rrnAC1397 rrnAC1397 103 24.3 2 5 1 R GLAHPNELDDEEVEAFR V 2 1939.8912 1939.8912 0.0000 0 -0.01 5.522 0.484 0 1 25 32 2 0 1
Q5V2C6_HALMA 1 Putative DNA binding rrnAC1397 rrnAC1397 103 24.3 2 5 1 R GLAHPNELDDEEVEAFR V 3 1939.8912 1939.8982 0.0069 0 3.58 3.986 0.359 0 2 30 64 2 0 1
Q5V2C6_HALMA 1 Putative DNA binding rrnAC1397 rrnAC1397 103 24.3 2 5 0.9758 R GLAHPNELDDEEVEAFR V 3 1939.8912 1938.8866 -1.0047 1 -2.41 3.095 0.204 0 1 29 64 2 0 1
Q5V366_HALMA 1 Long-chain fatty-acid-CoA ligase fadD3 rrnAC1074 660 12.4 6 5 0.9841 R IGPRPDKPSDLPTITADTR S 3 2049.0854 2048.9339 -0.1516 0 -73.97 3.392 0.056 0.3 13 25 72 2 0 1
Q5V366_HALMA 1 Long-chain fatty-acid-CoA ligase fadD3 rrnAC1074 660 12.4 6 5 1 K FVGAIIVPNFEELHR W 3 1739.9359 1739.9377 0.0018 0 1.02 3.312 0.258 0.1 2 25 56 2 0 1
Q5V366_HALMA 1 Long-chain fatty-acid-CoA ligase fadD3 rrnAC1074 660 12.4 6 5 0.9702 K HSLADRLVYSTVK E 3 1487.8096 1487.7982 -0.0115 0 -7.70 2.32 0.127 0.5 2 21 48 2 1 1
Q5V3B2_HALMA 1 Methanol dehydrogenase regulatory protein moxR6 rrnAC1025 336 17 3 5 0.9839 K LVTEIPNSEDER A 2 1400.6783 1400.6804 0.0021 0 1.48 1.939 0.134 2.5 2 12 22 2 0 1
Q5V3B2_HALMA 1 Methanol dehydrogenase regulatory protein moxR6 rrnAC1025 336 17 3 5 0.9998 K LVTEIPNSEDER A 2 1400.6783 1400.6798 0.0015 0 1.04 2.977 0.185 0 1 15 22 2 0 1
Q5V3B2_HALMA 1 Methanol dehydrogenase regulatory protein moxR6 rrnAC1025 336 17 3 5 1 R TVVPGTHIEDSIKEYILAIVGATR D 4 2581.4115 2581.4133 0.0018 0 0.68 2.633 0.281 0.5 1 37 138 2 1 1
Q5V3B2_HALMA 1 Methanol dehydrogenase regulatory protein moxR6 rrnAC1025 336 17 3 5 0.9998 R VQMTPDLLPADITGTTVYHQR N 3 2355.1893 2355.1946 0.0053 0 2.24 2.423 0.266 0.4 1 24 80 2 0 1
Q5V3B2_HALMA 1 Methanol dehydrogenase regulatory protein moxR6 rrnAC1025 336 17 3 5 0.9986 R VQMTPDLLPADITGTTVYHQR N 3 2355.1893 2355.1994 0.0100 0 4.26 2.579 0.182 0.7 1 27 80 2 0 1
Q5V3I6_HALMA 1 Putative sugar transporter rrnAC0944 rrnAC0944 449 6 2 5 0.9997 R GVLTFLPELLR G 2 1256.7492 1256.7503 0.0011 0 0.89 2.492 0.242 0 2 14 20 2 0 1
Q5V3I6_HALMA 1 Putative sugar transporter rrnAC0944 rrnAC0944 449 6 2 5 1 K ASSGIDSLGEFLTESK H 2 1639.7941 1639.8054 0.0113 0 6.91 3.721 0.469 0 1 21 30 2 0 1
Q5V3I6_HALMA 1 Putative sugar transporter rrnAC0944 rrnAC0944 449 6 2 5 0.9999 R GVLTFLPELLR G 2 1256.7492 1256.7519 0.0027 0 2.15 2.668 0.249 0 1 15 20 2 0 1
Q5V3I6_HALMA 1 Putative sugar transporter rrnAC0944 rrnAC0944 449 6 2 5 0.9590 R GVLTFLPELLR G 2 1256.7492 1256.7481 -0.0011 0 -0.86 2.208 0.028 0.2 3 13 20 2 0 1
Q5V3I6_HALMA 1 Putative sugar transporter rrnAC0944 rrnAC0944 449 6 2 5 0.9447 R GVLTFLPELLR G 2 1256.7492 1256.7542 0.0050 0 4.00 1.976 0.044 1.1 2 12 20 2 0 1
Q5V3J0_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase dpm6 rrnAC0939 595 7.1 2 5 0.9999 R VHIQDTAVPHSLTAR H 4 1643.8743 1643.8784 0.0040 0 2.46 3.249 0.261 0 8 26 84 2 0 1
Q5V3J0_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase dpm6 rrnAC0939 595 7.1 2 5 0.9960 R IVAEFGERPPNFVPQRPTPGSFTDLLR L 4 3039.5930 3039.6057 0.0126 0 4.16 2.117 0.107 0.5 4 39 156 2 0 1
Q5V3J0_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase dpm6 rrnAC0939 595 7.1 2 5 1 R VHIQDTAVPHSLTAR H 3 1643.8743 1643.8778 0.0035 0 2.13 2.818 0.296 0.1 1 27 56 2 0 1
Q5V3J0_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase dpm6 rrnAC0939 595 7.1 2 5 0.9977 R VHIQDTAVPHSLTAR H 4 1643.8743 1643.8791 0.0048 0 2.90 2.559 0.065 0.7 1 26 84 2 0 1
Q5V3J0_HALMA 1 Dolichyl-phosphate-mannose-protein mannosyltransferase dpm6 rrnAC0939 595 7.1 2 5 0.9959 R VHIQDTAVPHSLTAR H 3 1643.8743 1643.8882 0.0138 0 8.42 2.467 0.161 0.3 5 26 56 2 0 1
Q5V3Q8_HALMA 1 Hypothetical protein rrnAC0863 rrnAC0863 260 15 2 5 0.9984 R RRQEAGIDLEEDDGDDDPRDR G 4 2471.0909 2471.0903 -0.0006 0 -0.26 2.889 0.261 0.1 58 29 120 2 2 1
Q5V3Q8_HALMA 1 Hypothetical protein rrnAC0863 rrnAC0863 260 15 2 5 1 R ISPGGYESETVDGQQVIR W 2 1933.9381 1934.9254 0.9873 -1.0034 -8.29 4.833 0.44 0 1 24 34 2 0 1
Q5V3Q8_HALMA 1 Hypothetical protein rrnAC0863 rrnAC0863 260 15 2 5 1 R ISPGGYESETVDGQQVIR W 2 1933.9381 1933.9414 0.0033 0 1.68 4.274 0.446 0 1 17 34 2 0 1
Q5V3Q8_HALMA 1 Hypothetical protein rrnAC0863 rrnAC0863 260 15 2 5 1 R ISPGGYESETVDGQQVIR W 2 1933.9381 1933.9410 0.0029 0 1.49 4.512 0.516 0 1 26 34 2 0 1
Q5V3Q8_HALMA 1 Hypothetical protein rrnAC0863 rrnAC0863 260 15 2 5 0.9999 R RRQEAGIDLEEDDGDDDPRDR G 4 2471.0909 2471.0932 0.0023 0 0.92 3.04 0.249 0.1 1 35 120 2 2 1
Q5V3U1_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-4 rrnAC0829 251 20.7 2 5 1 R SEQSAGTLSGGQQQMLAMGR A 2 2035.9415 2035.9454 0.0039 0 1.93 4.489 0.562 0 1 26 38 2 0 1
Q5V3U1_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-4 rrnAC0829 251 20.7 2 5 1 R SEQSAGTLSGGQQQMLAMGR A 2 2067.9415 2067.9454 0.0039 0 1.90 3.852 0.535 0 1 22 38 2 0 1 SEQSAGTLSGGQQQM[147]LAM[147]GR
Q5V3U1_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-4 rrnAC0829 251 20.7 2 5 0.9966 R SEQSAGTLSGGQQQMLAMGR A 2 2051.9415 2051.9454 0.0039 0 1.91 3.506 0.488 0 1 19 38 2 0 1 SEQSAGTLSGGQQQMLAM[147]GR
Q5V3U1_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-4 rrnAC0829 251 20.7 2 5 0.9938 R SEQSAGTLSGGQQQMLAMGR A 2 2051.9415 2052.9237 0.9822 -1.0034 -10.33 4.186 0.557 0 1 22 38 2 0 1 SEQSAGTLSGGQQQMLAM[147]GR
Q5V449_HALMA 1 Hypothetical protein rrnAC0708 rrnAC0708 195 29.7 3 5 0.9999 R DVDVTVEREPSTEDEDAVK G 3 2131.9757 2131.9786 0.0029 0 1.35 3.163 0.308 0.2 1 33 72 2 1 1
Q5V449_HALMA 1 Hypothetical protein rrnAC0708 rrnAC0708 195 29.7 3 5 0.9978 R DVDVTVEREPSTEDEDAVK G 2 2131.9757 2132.9754 0.9997 -1.0034 -1.71 3.897 0.212 0.1 1 19 36 2 1 1
Q5V449_HALMA 1 Hypothetical protein rrnAC0708 rrnAC0708 195 29.7 3 5 1 K GIGPAYADRLADIGIETVGELAAADAADIAADTDLSESR V 3 3872.8916 3874.8982 2.0065 -2.0067 -0.04 6.565 0.611 0 1 41 152 2 1 1
Q5V449_HALMA 1 Hypothetical protein rrnAC0708 rrnAC0708 195 29.7 3 5 1 K GIGPAYADRLADIGIETVGELAAADAADIAADTDLSESR V 3 3872.8916 3872.8925 0.0009 0 0.22 6.384 0.604 0 1 49 152 2 1 1
Q5V449_HALMA 1 Hypothetical protein rrnAC0708 rrnAC0708 195 29.7 3 5 1 R LADIGIETVGELAAADAADIAADTDLSESR V 3 2972.4462 2972.4510 0.0048 0 1.61 4.221 0.358 0 2 28 116 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E tbpE rrnAC0681 186 16.1 2 5 1 R LDEPDVVALLFGSGK L 3 1558.8243 1558.8244 0.0001 0 0.06 3.432 0.294 0.1 1 28 56 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E tbpE rrnAC0681 186 16.1 2 5 1 R LDEPDVVALLFGSGK L 2 1558.8243 1558.8272 0.0029 0 1.87 4.377 0.517 0 1 22 28 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E tbpE rrnAC0681 186 16.1 2 5 1 R LDEPDVVALLFGSGK L 2 1558.8243 1558.8298 0.0055 0 3.52 4.657 0.525 0 1 23 28 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E tbpE rrnAC0681 186 16.1 2 5 1 R LDEPDVVALLFGSGK L 3 1558.8243 1559.9482 1.1238 -1.0034 77.30 3.632 0.372 0 1 27 56 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E tbpE rrnAC0681 186 16.1 2 5 1 K RKEDAEEAVDTIVER L 3 1758.8748 1758.8782 0.0033 0 1.90 4.092 0.341 0 1 30 56 2 1 1
Q5V483_HALMA 1 ABC transporter permease protein abcP-2 rrnAC0665 411 18.5 4 5 1 R SFETDENAVVVNER M 2 1607.7427 1607.7358 -0.0069 0 -4.30 4.174 0.426 0 1 21 26 2 0 1
Q5V483_HALMA 1 ABC transporter permease protein abcP-2 rrnAC0665 411 18.5 4 5 1 R SGNDFVEEISDVIER I 2 1707.7951 1707.7854 -0.0097 0 -5.67 3.901 0.498 0 1 22 28 2 0 1
Q5V483_HALMA 1 ABC transporter permease protein abcP-2 rrnAC0665 411 18.5 4 5 1 R TLQPVFTEHDIQELEGIAGVQAVLPR G 4 2859.5130 2859.5224 0.0094 0 3.28 3.205 0.231 0.4 1 44 150 2 0 1
Q5V483_HALMA 1 ABC transporter permease protein abcP-2 rrnAC0665 411 18.5 4 5 0.9997 R TLQPVFTEHDIQELEGIAGVQAVLPR G 4 2859.5130 2859.5183 0.0052 0 1.83 2.823 0.188 0.2 3 34 150 2 0 1
Q5V483_HALMA 1 ABC transporter permease protein abcP-2 rrnAC0665 411 18.5 4 5 1 R VYVPIDAFYESVVESPSAGVR Q 3 2283.1423 2283.1481 0.0058 0 2.53 3.764 0.464 0 1 32 80 2 0 1
Q5V491_HALMA 1 P-hydroxybenzoate hydroxylase (EC 1.14.13.2) rrnAC0657 rrnAC0657 472 9.3 4 5 0.9997 K SIGHLGTIRDLYQTK K 3 1700.9209 1702.9282 2.0072 -2.0067 0.32 2.848 0.3 0.1 1 24 56 2 1 1
Q5V491_HALMA 1 P-hydroxybenzoate hydroxylase (EC 1.14.13.2) rrnAC0657 rrnAC0657 472 9.3 4 5 1 R ERDSIMDDIYEVTGAEPK Y 3 2066.9466 2066.9538 0.0072 0 3.48 3.926 0.357 0 1 28 68 2 1 1
Q5V491_HALMA 1 P-hydroxybenzoate hydroxylase (EC 1.14.13.2) rrnAC0657 rrnAC0657 472 9.3 4 5 1 R ERDSIMDDIYEVTGAEPKY - 3 2230.0100 2230.0162 0.0062 0 2.77 3.471 0.419 0 1 30 72 2 2 1
Q5V532_HALMA 1 Prenyltransferase ubiA rrnAC0320 294 8.2 2 5 0.9994 R ITAVIPPEETLVGYLLR L 2 1883.0768 1883.0808 0.0040 0 2.10 2.267 0.26 0 1 21 32 2 0 1
Q5V532_HALMA 1 Prenyltransferase ubiA rrnAC0320 294 8.2 2 5 1 R ITAVIPPEETLVGYLLR L 3 1883.0768 1883.0782 0.0014 0 0.73 4.155 0.455 0 1 28 64 2 0 1
Q5V532_HALMA 1 Prenyltransferase ubiA rrnAC0320 294 8.2 2 5 0.9999 R ITAVIPPEETLVGYLLR L 2 1883.0768 1883.0798 0.0030 0 1.58 2.902 0.253 0 1 26 32 2 0 1
Q5V532_HALMA 1 Prenyltransferase ubiA rrnAC0320 294 8.2 2 5 0.9999 R ITAVIPPEETLVGYLLR L 2 1883.0768 1883.0848 0.0080 0 4.24 2.921 0.29 0 1 24 32 2 0 1
Q5V532_HALMA 1 Prenyltransferase ubiA rrnAC0320 294 8.2 2 5 1 M PELPTDRITAVIPPEETLVGYLLR L 3 2691.4847 2691.4947 0.0100 0 3.71 5.079 0.417 0 1 38 92 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein rrnAC0232 rrnAC0232 347 23.6 4 5 1 R TGLPAANIYDDDGPETLLAAVLGAL - 3 2469.2639 2470.2682 1.0042 -1.0034 0.36 3.389 0.338 0.1 3 22 96 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein rrnAC0232 rrnAC0232 347 23.6 4 5 0.9436 R KYDEDTPAIVLAEGEFGHPEGK T 3 2401.1437 2403.0084 1.8647 -2.0067 -59.16 2.838 0.065 1.5 2 26 84 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein rrnAC0232 rrnAC0232 347 23.6 4 5 1 R SHFDDLTVAGVEAERR A 3 1800.8755 1800.8776 0.0021 0 1.14 2.751 0.361 0 6 22 60 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein rrnAC0232 rrnAC0232 347 23.6 4 5 1 R SHFDDLTVAGVEAERR A 3 1800.8755 1800.8745 -0.0011 0 -0.58 3.219 0.447 0 1 31 60 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein rrnAC0232 rrnAC0232 347 23.6 4 5 0.9591 R VPADFVSGVVEDMVLDVAR D 3 2017.0190 2017.0323 0.0133 0 6.59 3.358 0.024 0.4 27 25 72 2 0 1
Q5V881_HALMA 1 Flagellin A protein flaA2 pNG1026 463 7.3 2 5 1 R ESGSQVEITNEDTGVSITSSK L 2 2167.0128 2167.0143 0.0014 0 0.66 4.96 0.602 0 1 26 40 2 0 1
Q5V881_HALMA 1 Flagellin A protein flaA2 pNG1026 463 7.3 2 5 1 R ESGSQVEITNEDTGVSITSSK L 2 2167.0128 2167.0143 0.0014 0 0.66 6.255 0.541 0 1 26 40 2 0 1
Q5V881_HALMA 1 Flagellin A protein flaA2 pNG1026 463 7.3 2 5 1 R ESGSQVEITNEDTGVSITSSK L 2 2167.0128 2168.0254 1.0126 -1.0034 4.28 4.562 0.533 0 1 20 40 2 0 1
Q5V881_HALMA 1 Flagellin A protein flaA2 pNG1026 463 7.3 2 5 0.9957 R ESGSQVEITNEDTGVSITSSK L 2 2167.0128 2167.0165 0.0036 0 1.67 2.917 0.074 0.1 2 15 40 2 0 1
Q5V881_HALMA 1 Flagellin A protein flaA2 pNG1026 463 7.3 2 5 0.9996 K LDLKDASGSDTLK F 3 1361.7038 1361.7059 0.0021 0 1.52 2.327 0.295 0.1 2 22 48 2 1 1
RL15_HALMAReview 1 50S ribosomal protein L15P (Hmal15) (Hl9) rpl15p rrnAC1590 165 27.3 4 5 1 R HELTLIADDFSEGAREK V 3 1929.9432 1929.9444 0.0012 0 0.62 5.749 0.495 0 1 35 64 2 1 1
RL15_HALMAReview 1 50S ribosomal protein L15P (Hmal15) (Hl9) rpl15p rrnAC1590 165 27.3 4 5 1 R EKVEGAGGSVELTDLGEER Q 3 1973.9542 1973.9602 0.0060 0 3.04 4.227 0.28 0 1 31 72 2 1 1
RL15_HALMAReview 1 50S ribosomal protein L15P (Hmal15) (Hl9) rpl15p rrnAC1590 165 27.3 4 5 1 R HELTLIADDFSEGAR E 2 1672.8056 1672.8130 0.0073 0 4.39 4.876 0.531 0 1 24 28 2 0 1
RL15_HALMAReview 1 50S ribosomal protein L15P (Hmal15) (Hl9) rpl15p rrnAC1590 165 27.3 4 5 1 R HELTLIADDFSEGAR E 3 1672.8056 1672.8100 0.0043 0 2.59 5.069 0.484 0 1 31 56 2 0 1
RL15_HALMAReview 1 50S ribosomal protein L15P (Hmal15) (Hl9) rpl15p rrnAC1590 165 27.3 4 5 0.9993 K VQEEAATIDVR E 2 1229.6252 1230.6234 0.9982 -1.0034 -4.22 3.176 0.183 0.1 1 18 20 2 0 1
RL22_HALMAReview 1 50S ribosomal protein L22P (Hmal22) (Hl23) rpl22p rrnAC1606 155 31 2 5 1 K TAGEAVDYLEAVIEGDQPVPFK Q 3 2347.1583 2347.1614 0.0031 0 1.31 4.157 0.472 0 1 32 84 2 0 1
RL22_HALMAReview 1 50S ribosomal protein L22P (Hmal22) (Hl23) rpl22p rrnAC1606 155 31 2 5 1 K AFLDLLENAVGNADHQGFDGEAMTIK H 3 2775.3174 2775.3382 0.0207 0 7.48 4.482 0.424 0 1 39 100 2 0 1
RL22_HALMAReview 1 50S ribosomal protein L22P (Hmal22) (Hl23) rpl22p rrnAC1606 155 31 2 5 1 K TAGEAVDYLEAVIEGDQPVPFK Q 3 2347.1583 2347.1649 0.0066 0 2.79 4.424 0.444 0 1 33 84 2 0 1
RL22_HALMAReview 1 50S ribosomal protein L22P (Hmal22) (Hl23) rpl22p rrnAC1606 155 31 2 5 1 K TAGEAVDYLEAVIEGDQPVPFK Q 3 2347.1583 2347.1623 0.0040 0 1.70 4.711 0.511 0 1 34 84 2 0 1
RL22_HALMAReview 1 50S ribosomal protein L22P (Hmal22) (Hl23) rpl22p rrnAC1606 155 31 2 5 1 K TAGEAVDYLEAVIEGDQPVPFK Q 3 2347.1583 2347.1607 0.0023 0 1.00 4.626 0.442 0 1 37 84 2 0 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13) rps13p rrnAC0058 177 33.9 5 5 1 R RAVFGKLDDDVIER V 3 1631.8631 1631.8646 0.0015 0 0.93 4.608 0.345 0.1 1 25 52 2 1 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13) rps13p rrnAC0058 177 33.9 5 5 0.9949 R AVFGKLDDDVIER V 2 1475.7620 1475.7610 -0.0011 0 -0.72 3.309 0.107 0.2 1 17 24 2 1 1



RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13) rps13p rrnAC0058 177 33.9 5 5 0.9941 E RALTELNGIGHR A 3 1335.7371 1336.7279 0.9908 -1.0034 -9.39 4.614 0.23 0 1 29 44 1 1 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13) rps13p rrnAC0058 177 33.9 5 5 0.9982 R VVERVENFADDVPEWMTNHQKDYFTGETTHETGN D 4 3994.7704 3996.8109 2.0405 -2.0067 8.45 5.155 0.33 0 1 43 198 1 2 1
Q5UX64_HALMA 0.9998 Hypothetical protein rrnAC3463 rrnAC3463 346 11.3 2 5 0.9995 R AENTQNAVDETALDDDLTALLSNYLEDVR T 3 3207.5055 3207.5147 0.0091 0 2.85 3.102 0.19 0.2 1 27 112 2 0 1
Q5UX64_HALMA 0.9998 Hypothetical protein rrnAC3463 rrnAC3463 346 11.3 2 5 0.9999 R AENTQNAVDETALDDDLTALLSNYLEDVR T 3 3207.5055 3207.5128 0.0073 0 2.28 3.511 0.224 0.1 1 29 112 2 0 1
Q5UX64_HALMA 0.9998 Hypothetical protein rrnAC3463 rrnAC3463 346 11.3 2 5 0.9941 R TLAIGPFILR E 2 1099.6753 1099.6654 -0.0099 0 -8.98 2.08 0.127 0.2 1 15 18 2 0 1
Q5UX64_HALMA 0.9998 Hypothetical protein rrnAC3463 rrnAC3463 346 11.3 2 5 0.9838 R TLAIGPFILR E 2 1099.6753 1099.6764 0.0010 0 0.95 2.079 0.069 1.5 1 15 18 2 0 1
Q5UXJ9_HALMA 0.9988 Hypothetical protein rrnAC3314 rrnAC3314 185 5.4 1 5 0.9436 R WVVRPYIDAK T 3 1245.6870 1245.6882 0.0011 0 0.91 1.953 0.115 1.9 51 19 36 2 0 1
Q5UXJ9_HALMA 0.9988 Hypothetical protein rrnAC3314 rrnAC3314 185 5.4 1 5 1 R WVVRPYIDAK T 2 1245.6870 1245.6867 -0.0003 0 -0.23 3.268 0.271 0 2 14 18 2 0 1
Q5UXJ9_HALMA 0.9988 Hypothetical protein rrnAC3314 rrnAC3314 185 5.4 1 5 0.9999 R WVVRPYIDAK T 2 1245.6870 1245.6882 0.0012 0 0.95 2.948 0.311 0 13 13 18 2 0 1
Q5UXJ9_HALMA 0.9988 Hypothetical protein rrnAC3314 rrnAC3314 185 5.4 1 5 0.9997 R WVVRPYIDAK T 2 1245.6870 1245.6888 0.0018 0 1.44 2.865 0.228 0.1 15 13 18 2 0 1
Q5UXJ9_HALMA 0.9988 Hypothetical protein rrnAC3314 rrnAC3314 185 5.4 1 5 0.9996 R WVVRPYIDAK T 2 1245.6870 1245.6874 0.0003 0 0.26 2.447 0.245 0.1 3 13 18 2 0 1
Q5UZ60_HALMA 0.9791 Hypothetical protein rrnAC2665 rrnAC2665 324 4.6 1 5 1 R ALALAPLVLVPLALR T 2 1529.0068 1529.0121 0.0052 0 3.42 3.393 0.474 0 1 24 28 2 0 1
Q5UZ60_HALMA 0.9791 Hypothetical protein rrnAC2665 rrnAC2665 324 4.6 1 5 1 R ALALAPLVLVPLALR T 2 1529.0068 1529.0110 0.0041 0 2.71 3.826 0.455 0 1 24 28 2 0 1
Q5UZ60_HALMA 0.9791 Hypothetical protein rrnAC2665 rrnAC2665 324 4.6 1 5 1 R ALALAPLVLVPLALR T 2 1529.0068 1529.0105 0.0036 0 2.39 4.406 0.39 0 1 24 28 2 0 1
Q5UZ60_HALMA 0.9791 Hypothetical protein rrnAC2665 rrnAC2665 324 4.6 1 5 1 R ALALAPLVLVPLALR T 2 1529.0068 1529.0079 0.0011 0 0.71 3.164 0.465 0 1 21 28 2 0 1
Q5UZ60_HALMA 0.9791 Hypothetical protein rrnAC2665 rrnAC2665 324 4.6 1 5 0.9967 R ALALAPLVLVPLALR T 2 1529.0068 1528.8054 -0.2014 0 -131.70 2.202 0.175 0.2 1 15 28 2 0 1
Q5V1D2_HALMA 0.9791 Hypothetical protein rrnAC1775 rrnAC1775 240 5.4 1 5 1 R TFLLRPGAFFEQR R 3 1580.8463 1580.8456 -0.0007 0 -0.46 3.129 0.391 0 1 29 48 2 0 1
Q5V1D2_HALMA 0.9791 Hypothetical protein rrnAC1775 rrnAC1775 240 5.4 1 5 1 R TFLLRPGAFFEQR R 3 1580.8463 1580.8494 0.0031 0 1.98 2.477 0.375 0 1 29 48 2 0 1
Q5V1D2_HALMA 0.9791 Hypothetical protein rrnAC1775 rrnAC1775 240 5.4 1 5 1 R TFLLRPGAFFEQR R 3 1580.8463 1581.8547 1.0084 -1.0034 3.18 2.984 0.342 0 1 29 48 2 0 1
Q5V1D2_HALMA 0.9791 Hypothetical protein rrnAC1775 rrnAC1775 240 5.4 1 5 1 R TFLLRPGAFFEQR R 3 1580.8463 1580.8480 0.0017 0 1.05 2.885 0.427 0 1 27 48 2 0 1
Q5V1D2_HALMA 0.9791 Hypothetical protein rrnAC1775 rrnAC1775 240 5.4 1 5 0.9890 R TFLLRPGAFFEQR R 3 1580.8463 1581.8509 1.0045 -1.0034 0.75 2.511 0.201 0.1 61 17 48 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA) pcn rrnAC2851 247 16.2 3 4 1 R DDLIDLTPGDAHSLFSLDYLK N 3 2347.1583 2347.1643 0.0060 0 2.56 3.528 0.34 0 3 27 80 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA) pcn rrnAC2851 247 16.2 3 4 1 K MHFSFAEGQGR V 3 1265.5611 1265.5652 0.0041 0 3.20 3.134 0.263 0.1 1 22 40 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase) pyrB rrnAC1225 304 25.3 4 4 1 R GDIETVLDHAADIAADPGAFADR H 3 2339.1029 2339.1152 0.0123 0 5.25 3.666 0.32 0 1 32 88 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase) pyrB rrnAC1225 304 25.3 4 4 0.9051 R HSDTLLGLLFFEPSTR T 3 1831.9468 1831.9522 0.0054 0 2.95 2.208 0.105 5.3 269 19 60 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase) pyrB rrnAC1225 304 25.3 4 4 0.9621 R VDEIAHDVDETTHAQYFQQAHNGVPVR M 5 3075.4435 3076.4636 1.0201 -1.0034 5.44 2.504 0.254 1.9 92 49 208 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase) pyrB rrnAC1225 304 25.3 4 4 0.9884 R YDLHEAGAGIR E 3 1200.5887 1202.6291 2.0404 -2.0067 28.03 2.484 0.161 0.3 13 19 40 2 0 1

Q5UW81_HALMA 1 Hypothetical protein rrnB0307 rrnB0307 318 18.6 4 4 0.9989 K DGDDLVDWLHR T 3 1339.6157 1340.6182 1.0024 -1.0034 -0.67 3.125 0.171 0.2 4 23 40 2 0 1
Q5UW81_HALMA 1 Hypothetical protein rrnB0307 rrnB0307 318 18.6 4 4 0.9978 K DGDDLVDWLHR T 3 1339.6157 1339.6282 0.0124 0 9.29 2.642 0.131 0.3 2 22 40 2 0 1
Q5UW81_HALMA 1 Hypothetical protein rrnB0307 rrnB0307 318 18.6 4 4 0.9997 R DIGTIIVER S 2 1014.5709 1014.5719 0.0009 0 0.94 2.854 0.141 0.1 1 15 16 2 0 1
Q5UWA4_HALMA 1 Hypothetical protein rrnB0280 rrnB0280 132 27.3 3 4 0.9962 R YVLAIVR S 2 832.5171 832.5201 0.0029 0 3.52 1.733 0.197 0.9 1 10 12 2 0 1
Q5UWA4_HALMA 1 Hypothetical protein rrnB0280 rrnB0280 132 27.3 3 4 0.9994 R GALQTVLGALGDANSR G 2 1541.8161 1541.8221 0.0060 0 3.89 2.59 0.213 0.2 1 17 30 2 0 1
Q5UWA4_HALMA 1 Hypothetical protein rrnB0280 rrnB0280 132 27.3 3 4 1 R GPVDLHDVLDGIR S 3 1404.7361 1404.7365 0.0004 0 0.27 4.279 0.419 0 1 25 48 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) hbd3 rrnB0238 295 12.9 3 4 1 R DIEADIVDDGLTAIESNLEEGIAR E 3 2557.2395 2558.2582 1.0186 -1.0034 5.98 5.091 0.341 0 1 34 92 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) hbd3 rrnB0238 295 12.9 3 4 0.9999 R LDILEYLR D 2 1033.5808 1034.5776 0.9968 -1.0034 -6.35 2.855 0.266 0 1 13 14 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) hbd3 rrnB0238 295 12.9 3 4 1 R LDILEYLRDELGER F 3 1732.8995 1732.8944 -0.0052 0 -2.97 3.296 0.301 0 1 25 52 2 1 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase galE10 rrnB0210 319 17.6 4 4 1 K LGVDDDVTIR R 2 1101.5666 1101.5644 -0.0022 0 -1.99 2.601 0.326 0 1 16 18 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase galE10 rrnB0210 319 17.6 4 4 0.9659 R AGLDVNIK G 2 828.4705 828.4654 -0.0051 0 -6.13 1.997 0.137 1.1 79 9 14 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase galE10 rrnB0210 319 17.6 4 4 1 R VYHEDYGVDHVGLRPTVAYGPYR E 5 2662.2928 2662.2903 -0.0025 0 -0.96 3.424 0.354 0.2 1 52 176 2 0 1
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1) aspC1 rrnB0206 372 9.9 2 4 0.9994 R EAAMSAIQDGMGDSYTSNK G 2 2006.8299 2007.8254 0.9955 -1.0034 -3.90 2.243 0.362 0 1 16 36 2 0 1 EAAM[147]SAIQDGM[147]GDSYTSNK
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1) aspC1 rrnB0206 372 9.9 2 4 0.9996 R EAAMSAIQDGMGDSYTSNK G 2 1974.8299 1974.8357 0.0057 0 2.91 2.302 0.316 0.3 4 13 36 2 0 1
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1) aspC1 rrnB0206 372 9.9 2 4 1 R NVLLDGLADIGLDTPVPK G 2 1849.0197 1850.0254 1.0057 -1.0034 1.28 3.663 0.442 0 1 22 34 2 0 1
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1) aspC1 rrnB0206 372 9.9 2 4 1 R NVLLDGLADIGLDTPVPK G 3 1849.0197 1850.0182 0.9984 -1.0034 -2.65 3.929 0.29 0 1 31 68 2 0 1
Q5UX94_HALMA 1 Hypothetical protein rrnAC3430 rrnAC3430 278 10.4 1 4 1 R YAAPTVVFAHMLDGVSTAVGADVIGITER T 3 2959.5113 2959.5144 0.0031 0 1.05 3.467 0.355 0.1 3 25 112 2 0 1
Q5UX94_HALMA 1 Hypothetical protein rrnAC3430 rrnAC3430 278 10.4 1 4 1 R YAAPTVVFAHMLDGVSTAVGADVIGITER T 4 2959.5113 2960.5309 1.0196 -1.0034 5.48 4.169 0.403 0 1 44 168 2 0 1
Q5UX94_HALMA 1 Hypothetical protein rrnAC3430 rrnAC3430 278 10.4 1 4 1 R YAAPTVVFAHMLDGVSTAVGADVIGITER T 3 2959.5113 2959.5230 0.0117 0 3.96 4.928 0.4 0 1 31 112 2 0 1
Q5UX94_HALMA 1 Hypothetical protein rrnAC3430 rrnAC3430 278 10.4 1 4 1 R YAAPTVVFAHMLDGVSTAVGADVIGITER T 4 2959.5113 2959.5185 0.0072 0 2.43 4.361 0.434 0 1 47 168 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42) icd rrnAC3419 420 11.7 4 4 1 K LATSEFAEKVVENIEKLA - 3 1990.0622 1990.0662 0.0040 0 1.99 4.138 0.366 0 1 31 68 2 2 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42) icd rrnAC3419 420 11.7 4 4 1 R IADNMLQQLLTR T 2 1414.7602 1414.7618 0.0016 0 1.12 3.45 0.357 0 1 19 22 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42) icd rrnAC3419 420 11.7 4 4 0.9999 K LATSEFAEKVVENIEK L 3 1805.9411 1807.6582 1.7170 -2.0067 -160.39 3.567 0.288 0.1 1 27 60 2 1 1
Q5UXD3_HALMA 1 Hypothetical protein rrnAC3388 rrnAC3388 202 15.3 1 4 1 K HTPEPQPVDLFDGHPDPVLYFADEGHGPVVR A 4 3436.6476 3436.6503 0.0027 0 0.79 5.27 0.453 0 1 44 180 2 0 1
Q5UXD3_HALMA 1 Hypothetical protein rrnAC3388 rrnAC3388 202 15.3 1 4 1 K HTPEPQPVDLFDGHPDPVLYFADEGHGPVVR A 4 3436.6476 3436.6479 0.0003 0 0.08 4.709 0.479 0 1 47 180 2 0 1
Q5UXD3_HALMA 1 Hypothetical protein rrnAC3388 rrnAC3388 202 15.3 1 4 0.9994 K HTPEPQPVDLFDGHPDPVLYFADEGHGPVVR A 5 3436.6476 3438.6636 2.0160 -2.0067 2.70 3.224 0.221 0.3 1 48 240 2 0 1
Q5UXD3_HALMA 1 Hypothetical protein rrnAC3388 rrnAC3388 202 15.3 1 4 0.9987 K HTPEPQPVDLFDGHPDPVLYFADEGHGPVVR A 5 3436.6476 3436.6525 0.0048 0 1.41 3.477 0.157 0.2 3 47 240 2 0 1
Q5UXP2_HALMA 1 Phosphate ABC transporter ATP-binding protein pstB3 rrnAC3265 254 19.7 3 4 1 R ALAYDPDLLLLDEPTSDLDPR N 2 2341.1689 2341.1815 0.0126 0 5.37 3.41 0.405 0 1 23 40 2 0 1
Q5UXP2_HALMA 1 Phosphate ABC transporter ATP-binding protein pstB3 rrnAC3265 254 19.7 3 4 1 R GIGVVVATHDMHQAER V 3 1718.8522 1718.8527 0.0005 0 0.30 4.403 0.402 0 1 31 60 2 0 1
Q5UXP2_HALMA 1 Phosphate ABC transporter ATP-binding protein pstB3 rrnAC3265 254 19.7 3 4 1 R GIGVVVATHDMHQAER V 3 1718.8522 1718.8524 0.0002 0 0.09 3.954 0.357 0 1 30 60 2 0 1
Q5UXP2_HALMA 1 Phosphate ABC transporter ATP-binding protein pstB3 rrnAC3265 254 19.7 3 4 1 R NTAVIEDAIAEAR N 2 1371.6994 1371.5254 -0.1740 0 -126.83 3.622 0.361 0 1 19 24 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit etfA2 rrnAC3147 316 7.9 2 4 0.9065 M SVLAIAEHR R 2 994.5560 994.5654 0.0094 0 9.48 2.443 0.132 0.1 1 14 16 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit etfA2 rrnAC3147 316 7.9 2 4 0.9806 R RGELRPVSLEQLAAGR D 4 1750.9802 1752.8109 1.8307 -2.0067 -100.53 2.512 0.148 0.8 30 29 90 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit etfA2 rrnAC3147 316 7.9 2 4 0.9541 R RGELRPVSLEQLAAGR D 3 1750.9802 1751.9782 0.9979 -1.0034 -3.09 2.203 0.142 0.6 7 23 60 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit etfA2 rrnAC3147 316 7.9 2 4 0.9979 M SVLAIAEHR R 2 994.5560 994.5654 0.0094 0 9.48 2.883 0.276 0 1 15 16 2 0 1
Q5UY54_HALMA 1 Hypothetical protein rrnAC3084 rrnAC3084 181 11 1 4 0.9994 R AGLGLAFGAMLGDIGASFLK R 3 1908.0179 1908.0082 -0.0098 0 -5.11 2.492 0.22 0.8 1 24 76 2 0 1
Q5UY54_HALMA 1 Hypothetical protein rrnAC3084 rrnAC3084 181 11 1 4 1 R AGLGLAFGAMLGDIGASFLK R 2 1908.0179 1908.0173 -0.0006 0 -0.32 5.887 0.6 0 1 27 38 2 0 1
Q5UY54_HALMA 1 Hypothetical protein rrnAC3084 rrnAC3084 181 11 1 4 0.9995 R AGLGLAFGAMLGDIGASFLK R 3 1908.0179 1909.0282 1.0102 -1.0034 3.61 3.606 0.191 0 1 29 76 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12) pdhC2 rrnAC2955 545 15 4 4 0.9921 K ASDDGDSPTAAVSQVDAGDTDDGTAVK S 2 2564.0998 2566.1705 2.0707 -2.0067 24.95 2.403 0.207 0.2 1 15 52 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12) pdhC2 rrnAC2955 545 15 4 4 0.9881 R FVNTLKEYLSDPTRLLLE - 3 2150.1623 2150.1628 0.0005 0 0.22 2.479 0.156 0.2 1 24 68 2 2 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12) pdhC2 rrnAC2955 545 15 4 4 1 K GLVELAGEVNDLVGR A 3 1539.8256 1539.8182 -0.0075 0 -4.84 3.372 0.276 0.1 2 26 56 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12) pdhC2 rrnAC2955 545 15 4 4 0.9972 K SVSGDGQEAASRDQTLATPATR K 3 2217.0621 2217.0682 0.0060 0 2.73 3.088 0.187 0.3 2 27 84 2 1 1

Q5UYH9_HALMA 1 Thermosome beta subunit cctB rrnAC2939 559 5.5 2 4 1 R EQLAIESFADALEIIPR T 3 1914.0098 1914.0172 0.0073 0 3.84 3.134 0.259 0 1 27 64 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit cctB rrnAC2939 559 5.5 2 4 1 R EQLAIESFADALEIIPR T 2 1914.0098 1915.0254 1.0156 -1.0034 6.41 4.564 0.465 0 1 25 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit cctB rrnAC2939 559 5.5 2 4 0.9893 R EQLAIESFADALEIIPR T 3 1914.0098 1913.9782 -0.0317 0 -16.54 2.475 0.191 2.2 185 21 64 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit cctB rrnAC2939 559 5.5 2 4 1 K KSDIEFLKEVLGAR I 3 1603.8933 1603.8935 0.0001 0 0.08 4.055 0.327 0 1 28 52 2 1 1
Q5UYP5_HALMA 1 Sec-independent protein translocase TatC tatC2 rrnAC2858 539 7.4 3 4 1 R LINQFSLPR N 2 1086.6186 1086.6254 0.0068 0 6.28 2.624 0.335 0 1 15 16 2 0 1
Q5UYP5_HALMA 1 Sec-independent protein translocase TatC tatC2 rrnAC2858 539 7.4 3 4 0.9998 R LINQFSLPR N 2 1086.6186 1086.6213 0.0027 0 2.47 2.641 0.214 0 1 15 16 2 0 1
Q5UYP5_HALMA 1 Sec-independent protein translocase TatC tatC2 rrnAC2858 539 7.4 3 4 0.9939 R RRPDEPPLPSDDESDDSSIPTD P 3 2439.0673 2439.0710 0.0037 0 1.51 2.468 0.335 0.3 1 29 84 1 0 1
Q5UYP5_HALMA 1 Sec-independent protein translocase TatC tatC2 rrnAC2858 539 7.4 3 4 1 R RRPDEPPLPSDDESDDSSIPTDPVAEADADR E 3 3363.4975 3364.5082 1.0106 -1.0034 2.17 3.964 0.415 0 1 27 120 2 0 1
Q5UYT0_HALMA 1 Hypothetical protein rrnAC2817 rrnAC2817 535 3.6 1 4 0.9853 R LRHDNGNILADSGEGYASK S 2 2015.9661 2016.9696 1.0035 -1.0034 0.05 5.165 0.585 0 1 24 36 2 1 1
Q5UYT0_HALMA 1 Hypothetical protein rrnAC2817 rrnAC2817 535 3.6 1 4 0.9878 R LRHDNGNILADSGEGYASK S 3 2015.9661 2015.9643 -0.0019 0 -0.93 4.86 0.45 0 1 35 72 2 1 1
Q5UYT0_HALMA 1 Hypothetical protein rrnAC2817 rrnAC2817 535 3.6 1 4 0.9831 R LRHDNGNILADSGEGYASK S 4 2015.9661 2015.9649 -0.0012 0 -0.60 3.437 0.317 0.1 1 37 108 2 1 1
Q5UYT0_HALMA 1 Hypothetical protein rrnAC2817 rrnAC2817 535 3.6 1 4 0.9580 R LRHDNGNILADSGEGYASK S 3 2015.9661 2015.9674 0.0012 0 0.62 3.852 0.408 0 1 32 72 2 1 1
Q5UZ06_HALMA 1 Hypothetical protein rrnAC2732 rrnAC2732 279 15.4 4 4 1 R QIGTVTASNPSPFLR A 2 1586.8416 1587.8454 1.0038 -1.0034 0.30 4.205 0.515 0 1 19 28 2 0 1
Q5UZ06_HALMA 1 Hypothetical protein rrnAC2732 rrnAC2732 279 15.4 4 4 0.9990 K SYAITGEFR L 2 1042.5083 1042.5110 0.0026 0 2.53 2.145 0.201 0.1 1 14 16 2 0 1
Q5UZD2_HALMA 1 Hypothetical protein rrnAC2578 rrnAC2578 897 4.3 2 4 1 R SDDDGEAVSDEEVDEVLQEIER K 2 2477.0565 2477.0589 0.0024 0 0.97 5.597 0.512 0 1 28 42 2 0 1
Q5UZD2_HALMA 1 Hypothetical protein rrnAC2578 rrnAC2578 897 4.3 2 4 1 K AIVPFAFIVTPGIILIR R 3 1839.1386 1839.1399 0.0012 0 0.67 3.961 0.33 0 1 31 64 2 0 1
Q5UZD2_HALMA 1 Hypothetical protein rrnAC2578 rrnAC2578 897 4.3 2 4 0.9620 K AIVPFAFIVTPGIILIR R 3 1839.1386 1839.1395 0.0009 0 0.47 2.544 0.072 2 12 21 64 2 0 1
Q5UZD2_HALMA 1 Hypothetical protein rrnAC2578 rrnAC2578 897 4.3 2 4 1 R SDDDGEAVSDEEVDEVLQEIER K 2 2477.0565 2478.0654 1.0089 -1.0034 2.25 5.018 0.45 0 1 22 42 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3) aldY2 rrnAC2473 522 9 3 4 1 R GTEDDVDHALAAAEDAYDEWR S 4 2347.9829 2347.9836 0.0007 0 0.28 3.801 0.344 0 1 38 120 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3) aldY2 rrnAC2473 522 9 3 4 0.9996 R AEYLWDIYHELR D 3 1606.7780 1606.7805 0.0025 0 1.53 2.769 0.177 0 1 24 44 2 0 1
Q5UZN1_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-6 rrnAC2465 270 37.8 4 4 0.9996 R SLEQAQQMLERFEIGDLATQPATDLSGGQMK L 3 3391.6388 3391.6437 0.0049 0 1.44 3.934 0.201 0.5 1 26 120 2 1 1
Q5UZN1_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-6 rrnAC2465 270 37.8 4 4 0.9836 R EALLVGPHNQTGESIIPLFTSPSTVEQEERR S 4 3433.7477 3434.7709 1.0232 -1.0034 5.77 2.787 0.115 1.6 7 39 180 2 0 1
Q5UZN1_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-6 rrnAC2465 270 37.8 4 4 1 R FEIGDLATQPATDLSGGQMK L 2 2077.9990 2078.0138 0.0147 0 7.10 5.082 0.387 0 1 21 38 2 0 1
Q5UZN1_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livG-6 rrnAC2465 270 37.8 4 4 1 K STLFNLVSGFYEPDAGSVSVNGVDVTGQKPHAIADQGMIR T 4 4176.0586 4176.0827 0.0241 0 5.77 4.021 0.246 0.1 1 42 234 2 0 1
Q5UZQ1_HALMA 1 Hypothetical protein rrnAC2443 rrnAC2443 324 9.9 2 4 1 R VGPIEATVTDALGLIK E 3 1595.9134 1597.8982 1.9847 -2.0067 -13.76 4.44 0.394 0 1 28 60 2 0 1
Q5UZQ1_HALMA 1 Hypothetical protein rrnAC2443 rrnAC2443 324 9.9 2 4 0.9976 K REDLLVKEFTDNRSDR T 4 1992.0024 1992.0021 -0.0003 0 -0.14 2.474 0.188 1.1 12 28 90 2 2 1
Q5UZQ1_HALMA 1 Hypothetical protein rrnAC2443 rrnAC2443 324 9.9 2 4 1 R VGPIEATVTDALGLIK E 2 1595.9134 1595.9071 -0.0063 0 -3.98 4.983 0.527 0 1 24 30 2 0 1
Q5UZQ1_HALMA 1 Hypothetical protein rrnAC2443 rrnAC2443 324 9.9 2 4 1 R VGPIEATVTDALGLIK E 3 1595.9134 1596.9082 0.9947 -1.0034 -5.39 5.611 0.485 0 1 32 60 2 0 1



Q5UZS8_HALMA 1 Putative peptidase rrnAC2412 rrnAC2412 238 12.6 2 4 1 R VLDTEQEGTANVIVR G 2 1642.8526 1642.8550 0.0023 0 1.42 3.771 0.423 0 1 20 28 2 0 1
Q5UZS8_HALMA 1 Putative peptidase rrnAC2412 rrnAC2412 238 12.6 2 4 1 R SVDTPDDQTTETLNR L 2 1690.7646 1690.7654 0.0008 0 0.49 4.289 0.451 0 1 23 28 2 0 1
Q5UZS8_HALMA 1 Putative peptidase rrnAC2412 rrnAC2412 238 12.6 2 4 1 R SVDTPDDQTTETLNR L 2 1690.7646 1690.7676 0.0029 0 1.73 3.507 0.397 0 1 20 28 2 0 1
Q5UZS8_HALMA 1 Putative peptidase rrnAC2412 rrnAC2412 238 12.6 2 4 1 R VLDTEQEGTANVIVR G 2 1642.8526 1642.8523 -0.0004 0 -0.22 3.696 0.435 0 1 21 28 2 0 1
Q5V0D3_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46) rfbB3 rrnAC2178 294 11.6 2 4 0.9999 R IVDDLTDRLPLMLVPK W 3 1853.0383 1854.0282 0.9898 -1.0034 -7.29 3.484 0.327 0 3 27 60 2 1 1 IVDDLTDRLPLM[147]LVPK
Q5V0D3_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46) rfbB3 rrnAC2178 294 11.6 2 4 1 R FTTDVQYAIARPLAESMR N 3 2068.0411 2068.0437 0.0025 0 1.23 2.417 0.337 0 2 22 68 2 0 1
Q5V0D3_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46) rfbB3 rrnAC2178 294 11.6 2 4 1 R IVDDLTDRLPLMLVPK W 3 1837.0383 1837.0446 0.0063 0 3.40 4.063 0.333 0 1 31 60 2 1 1
Q5V0D3_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46) rfbB3 rrnAC2178 294 11.6 2 4 1 R IVDDLTDRLPLMLVPK W 3 1853.0383 1854.0454 1.0070 -1.0034 2.00 3.419 0.336 0.1 2 28 60 2 1 1 IVDDLTDRLPLM[147]LVPK
Q5V0I3_HALMA 1 Hypothetical protein rrnAC2121 rrnAC2121 760 7.6 3 4 1 R GATVTETATFDGTYHEIDAK D 2 2125.9804 2126.9054 0.9250 -1.0034 -36.84 4.593 0.51 0 1 19 38 2 0 1
Q5V0I3_HALMA 1 Hypothetical protein rrnAC2121 rrnAC2121 760 7.6 3 4 0.9145 R AGSTAGDGNTAAVGDEPPTLTNLAAK Q 3 2398.1612 2399.4682 1.3069 -1.0034 126.60 2.546 0.103 2.4 9 25 100 2 0 1
Q5V0I3_HALMA 1 Hypothetical protein rrnAC2121 rrnAC2121 760 7.6 3 4 0.9866 R LDATDTTLVAAR F 2 1245.6565 1245.5566 -0.0999 0 -80.21 1.475 0.284 0.1 6 17 22 2 0 1
Q5V0I3_HALMA 1 Hypothetical protein rrnAC2121 rrnAC2121 760 7.6 3 4 0.9538 R LDATDTTLVAAR F 2 1245.6565 1245.5564 -0.1002 0 -80.40 1.424 0.278 0.2 44 15 22 2 0 1
Q5V0L6_HALMA 1 ABC transporter ATP-binding protein nosF-3 rrnAC2084 314 10.5 3 4 0.9711 F PIIEVLEHK A 2 1076.6230 1076.6854 0.0624 0 57.98 2.068 0.274 0.1 1 13 16 1 0 1
Q5V0L6_HALMA 1 ABC transporter ATP-binding protein nosF-3 rrnAC2084 314 10.5 3 4 0.9997 R GTDTIVLELAK M 2 1158.6496 1158.6498 0.0001 0 0.11 2.456 0.266 0.1 3 15 20 2 0 1
Q5V0L6_HALMA 1 ABC transporter ATP-binding protein nosF-3 rrnAC2084 314 10.5 3 4 0.9850 K TTFINTLVGLVHK D 3 1441.8293 1443.8182 1.9888 -2.0067 -12.38 2.409 0.122 0.9 1 24 48 2 0 1
Q5V0L6_HALMA 1 ABC transporter ATP-binding protein nosF-3 rrnAC2084 314 10.5 3 4 0.9359 K TTFINTLVGLVHK D 3 1441.8293 1441.8280 -0.0013 0 -0.92 1.985 0.115 2.8 47 17 48 2 0 1
Q5V0Q0_HALMA 1 Hypothetical protein rrnAC2046 rrnAC2046 347 12.1 3 4 0.9898 R VVVLAEPTQTR L 2 1211.6874 1211.6866 -0.0008 0 -0.66 1.958 0.168 0.2 4 14 20 2 0 1
Q5V0Q0_HALMA 1 Hypothetical protein rrnAC2046 rrnAC2046 347 12.1 3 4 0.9999 R EALQEYTDDGGR V 2 1352.5844 1352.5849 0.0005 0 0.38 2.592 0.312 0.1 5 13 22 2 0 1
Q5V0Q0_HALMA 1 Hypothetical protein rrnAC2046 rrnAC2046 347 12.1 3 4 1 R MGSEQLYNVDDAANDNNFK A 2 2143.9116 2143.9166 0.0050 0 2.32 5.63 0.611 0 1 27 36 2 0 1
Q5V0Q0_HALMA 1 Hypothetical protein rrnAC2046 rrnAC2046 347 12.1 3 4 1 R MGSEQLYNVDDAANDNNFK A 2 2143.9116 2143.9115 -0.0002 0 -0.07 5.597 0.628 0 1 26 36 2 0 1
Q5V148_HALMA 1 Dolichol-P-glucose synthetase dpg rrnAC1873 605 6.1 4 4 0.9845 R TFWELSVSPR I 3 1220.6189 1221.6382 1.0192 -1.0034 13.02 2.71 0.127 0.8 21 16 36 2 0 1
Q5V148_HALMA 1 Dolichol-P-glucose synthetase dpg rrnAC1873 605 6.1 4 4 0.9994 R DVFGMGSQILR T 2 1221.6176 1222.6254 1.0078 -1.0034 3.66 2.822 0.24 0 1 16 20 2 0 1
Q5V148_HALMA 1 Dolichol-P-glucose synthetase dpg rrnAC1873 605 6.1 4 4 1 K VDIVRDVFGMGSQILR T 3 1803.9665 1803.9675 0.0010 0 0.54 4.569 0.344 0 1 32 60 2 1 1
Q5V148_HALMA 1 Dolichol-P-glucose synthetase dpg rrnAC1873 605 6.1 4 4 0.9664 R VKEFPVDWTPK G 3 1344.7078 1344.7071 -0.0007 0 -0.53 2.958 0.104 0.4 49 17 40 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3) hutH rrnAC1791 549 9.3 3 4 1 R ESVVDLLVAMLDSGVHPVVPSR G 3 2318.2304 2318.2177 -0.0127 0 -5.47 3.987 0.416 0 1 25 84 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3) hutH rrnAC1791 549 9.3 3 4 1 R ESVVDLLVAMLDSGVHPVVPSR G 3 2318.2304 2318.2348 0.0043 0 1.87 4.239 0.35 0 1 30 84 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3) hutH rrnAC1791 549 9.3 3 4 0.9999 R LDYLTNALTELAAISER R 3 1891.9891 1892.9897 1.0006 -1.0034 -1.46 3.621 0.247 0 1 29 64 2 0 1
Q5V1G8_HALMA 1 Hypothetical protein rrnAC1731 rrnAC1731 256 9.8 2 4 1 R RLPDAEGLPQYVAPLPAWLENVGLR L 3 2773.4915 2773.4957 0.0042 0 1.52 5.127 0.418 0 1 44 96 2 0 1
Q5V1G8_HALMA 1 Hypothetical protein rrnAC1731 rrnAC1731 256 9.8 2 4 0.9996 R LPDAEGLPQYVAPLPAWLENVGLR L 3 2617.3904 2617.3908 0.0004 0 0.16 3.036 0.243 0.2 7 26 92 2 0 1
Q5V1G8_HALMA 1 Hypothetical protein rrnAC1731 rrnAC1731 256 9.8 2 4 1 R RLPDAEGLPQYVAPLPAWLENVGLR L 3 2773.4915 2773.5047 0.0132 0 4.76 5.121 0.438 0 1 44 96 2 0 1
Q5V1G8_HALMA 1 Hypothetical protein rrnAC1731 rrnAC1731 256 9.8 2 4 1 R RLPDAEGLPQYVAPLPAWLENVGLR L 3 2773.4915 2773.5007 0.0092 0 3.31 4.93 0.382 0 1 41 96 2 0 1
Q5V2F5_HALMA 1 ABC transporter ATP-binding protein trp-6 rrnAC1368 232 15.9 2 4 1 R ATLHDPALLLLDEPFTGLDEESLLR V 3 2777.4487 2777.4589 0.0102 0 3.66 5.383 0.456 0 1 40 96 2 0 1
Q5V2F5_HALMA 1 ABC transporter ATP-binding protein trp-6 rrnAC1368 232 15.9 2 4 1 R ATLHDPALLLLDEPFTGLDEESLLR V 3 2777.4487 2777.4560 0.0072 0 2.60 7.037 0.533 0 1 47 96 2 0 1
Q5V2F5_HALMA 1 ABC transporter ATP-binding protein trp-6 rrnAC1368 232 15.9 2 4 1 R ATLHDPALLLLDEPFTGLDEESLLR V 3 2777.4487 2777.4514 0.0027 0 0.96 6.813 0.428 0 1 44 96 2 0 1
Q5V2F5_HALMA 1 ABC transporter ATP-binding protein trp-6 rrnAC1368 232 15.9 2 4 1 K VGVEGITIDVSR G 2 1243.6772 1243.6854 0.0082 0 6.61 3.152 0.444 0 1 18 22 2 0 1
Q5V2L1_HALMA 1 Hypothetical protein rrnAC1305 rrnAC1305 132 17.4 1 4 0.9996 K SIETALTYTELGKPARPLVSFLR Q 3 2561.4217 2561.4082 -0.0136 0 -5.29 2.298 0.311 0.1 16 17 88 2 0 1
Q5V2L1_HALMA 1 Hypothetical protein rrnAC1305 rrnAC1305 132 17.4 1 4 1 K SIETALTYTELGKPARPLVSFLR Q 4 2561.4217 2561.4235 0.0018 0 0.71 3.004 0.29 0.1 1 39 132 2 0 1
Q5V2L1_HALMA 1 Hypothetical protein rrnAC1305 rrnAC1305 132 17.4 1 4 0.9999 K SIETALTYTELGKPARPLVSFLR Q 3 2561.4217 2561.4382 0.0164 0 6.42 3.078 0.271 0 3 21 88 2 0 1
Q5V2L1_HALMA 1 Hypothetical protein rrnAC1305 rrnAC1305 132 17.4 1 4 0.9911 K SIETALTYTELGKPARPLVSFLR Q 4 2561.4217 2561.4235 0.0018 0 0.71 2.434 0.04 0.9 2 36 132 2 0 1
Q5V2T7_HALMA 1 Hypothetical protein rrnAC1221 rrnAC1221 317 7.9 2 4 0.9974 - MDKPDTNIGENGGEEPPESER A 2 2299.9863 2299.9854 -0.0009 0 -0.38 1.697 0.286 0.1 1 12 40 2 0 1
Q5V2T7_HALMA 1 Hypothetical protein rrnAC1221 rrnAC1221 317 7.9 2 4 1 - MDKPDTNIGENGGEEPPESER A 3 2299.9863 2300.9791 0.9928 -1.0034 -4.60 4.626 0.242 0.3 1 38 80 2 0 1
Q5V2T7_HALMA 1 Hypothetical protein rrnAC1221 rrnAC1221 317 7.9 2 4 0.9985 - MDKPDTNIGENGGEEPPESERAQAR E 4 2726.2202 2726.2226 0.0024 0 0.87 3.32 0.133 0.7 2 37 144 2 1 1
Q5V2T7_HALMA 1 Hypothetical protein rrnAC1221 rrnAC1221 317 7.9 2 4 0.9975 - MDKPDTNIGENGGEEPPESERAQAR E 3 2726.2202 2726.2284 0.0081 0 2.98 2.352 0.246 1 1 26 96 2 1 1
Q5V392_HALMA 1 Hypothetical protein rrnAC1046 rrnAC1046 255 13.7 3 4 1 R TVLVTASPSTETIR S 2 1473.8038 1473.8054 0.0016 0 1.10 2.872 0.348 0 1 16 26 2 0 1
Q5V392_HALMA 1 Hypothetical protein rrnAC1046 rrnAC1046 255 13.7 3 4 0.9787 R QLLLFER S 2 917.5334 917.5346 0.0012 0 1.33 1.654 0.14 0.3 2 9 12 2 0 1
Q5V392_HALMA 1 Hypothetical protein rrnAC1046 rrnAC1046 255 13.7 3 4 1 R TQDQTVESYIDGYR A 2 1673.7533 1673.7542 0.0009 0 0.55 2.995 0.469 0 1 16 26 2 0 1
Q5V392_HALMA 1 Hypothetical protein rrnAC1046 rrnAC1046 255 13.7 3 4 1 R TVLVTASPSTETIR S 2 1473.8038 1473.8054 0.0016 0 1.10 2.899 0.385 0 1 15 26 2 0 1
Q5V403_HALMA 1 Universal stress protein usp17 rrnAC0758 151 21.9 2 4 0.9945 R NVVEAIFHAADEVGASAIAYR S 4 2202.1069 2203.1144 1.0075 -1.0034 1.90 2.414 0.089 2.4 1 31 120 2 0 1
Q5V403_HALMA 1 Universal stress protein usp17 rrnAC0758 151 21.9 2 4 1 R LMQFLSGDLSLK L 2 1350.7217 1350.7254 0.0037 0 2.76 3.364 0.327 0 1 18 22 2 0 1
Q5V403_HALMA 1 Universal stress protein usp17 rrnAC0758 151 21.9 2 4 0.9998 R NVVEAIFHAADEVGASAIAYR S 3 2202.1069 2202.1129 0.0060 0 2.73 2.792 0.24 0.1 1 26 80 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ ftsZ1 rrnAC0703 386 10.4 2 4 0.9976 K LVAANTDAQHLADEVAANTK I 3 2051.0283 2051.0182 -0.0102 0 -4.95 2.32 0.184 1.2 1 27 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ ftsZ1 rrnAC0703 386 10.4 2 4 1 K GMTELITKPGLVNVDFADVR T 3 2174.1405 2174.1452 0.0047 0 2.16 4.519 0.503 0 1 35 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ ftsZ1 rrnAC0703 386 10.4 2 4 1 K LVAANTDAQHLADEVAANTK I 2 2051.0283 2051.0377 0.0094 0 4.57 5.243 0.471 0 1 22 38 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ ftsZ1 rrnAC0703 386 10.4 2 4 1 K LVAANTDAQHLADEVAANTK I 3 2051.0283 2051.0310 0.0026 0 1.29 3.336 0.404 0 1 35 76 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2) fumC rrnAC0028 468 7.9 2 4 1 K TLRDELEAKEDEFDTVVK T 3 2136.0586 2136.0642 0.0056 0 2.62 4.95 0.349 0 1 30 68 2 2 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2) fumC rrnAC0028 468 7.9 2 4 0.9989 N HFEAQAAHDAMSEAHGALR T 4 2047.9282 2047.9338 0.0056 0 2.72 4.181 0.276 0 1 41 108 1 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2) fumC rrnAC0028 468 7.9 2 4 1 K TLRDELEAKEDEFDTVVK T 4 2136.0586 2136.0568 -0.0018 0 -0.84 4.649 0.421 0 1 44 102 2 2 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2) fumC rrnAC0028 468 7.9 2 4 1 K TLRDELEAKEDEFDTVVK T 3 2136.0586 2136.0642 0.0056 0 2.62 5.424 0.445 0 1 31 68 2 2 1
Q5V667_HALMA 1 Putative phosphoesterase pNG7288 pNG7288 448 21.9 4 4 0.9320 K TGENIEITLIPGNHDHELAAYDEYAER F 3 3069.4315 3070.4182 0.9866 -1.0034 -5.44 3.381 0.073 0.5 27 21 104 2 0 1
Q5V667_HALMA 1 Putative phosphoesterase pNG7288 pNG7288 448 21.9 4 4 1 K FDVLEATYPSLFEQLQK T 3 2027.0251 2027.0279 0.0027 0 1.35 5.071 0.385 0 1 30 64 2 0 1
Q5V667_HALMA 1 Putative phosphoesterase pNG7288 pNG7288 448 21.9 4 4 1 R ITAEAGQVIVDYEEVQKPSPSPEELTLTER L 3 3327.6722 3327.6604 -0.0118 0 -3.55 5.383 0.468 0 1 39 116 2 0 1
Q5V667_HALMA 1 Putative phosphoesterase pNG7288 pNG7288 448 21.9 4 4 1 K SITRPVGDQAIHFEHGNQQDPNNR I 4 2729.3018 2729.3061 0.0043 0 1.57 4.79 0.47 0 1 46 138 2 0 1
Q5V671_HALMA 1 Putative oxidoreductase glcD3 pNG7284 1014 8.4 4 4 0.9991 R GGGTSLAGQAVNEAVVLDFKR Y 3 2088.0963 2088.1089 0.0126 0 6.03 3.095 0.161 0.1 1 26 80 2 0 1
Q5V671_HALMA 1 Putative oxidoreductase glcD3 pNG7284 1014 8.4 4 4 0.9991 R KLYGDDLWETFRDLK S 3 1897.9574 1899.9682 2.0107 -2.0067 2.13 3.619 0.207 0.2 2 25 56 2 1 1
Q5V671_HALMA 1 Putative oxidoreductase glcD3 pNG7284 1014 8.4 4 4 1 K SGDGIETMEAISDAITDLVVQYDGSVSGEHGDGR A 3 3479.5634 3479.5552 -0.0082 0 -2.36 7.27 0.612 0 1 41 132 2 0 1
Q5V671_HALMA 1 Putative oxidoreductase glcD3 pNG7284 1014 8.4 4 4 0.9999 K VADLLADRLPGYDAR E 3 1643.8631 1643.8670 0.0039 0 2.37 2.867 0.299 0.1 1 26 56 2 1 1
Q5V699_HALMA 1 Ribose ABC transporter ATP-binding rbsA pNG7252 595 10.3 4 4 0.9997 R GVDVGAIEFIRETLLEQR K 3 2044.0953 2044.0993 0.0040 0 1.96 3.134 0.246 0.1 1 28 68 2 1 1
Q5V699_HALMA 1 Ribose ABC transporter ATP-binding rbsA pNG7252 595 10.3 4 4 0.9034 R LTDEGLSIIFITHK L 3 1585.8715 1585.8700 -0.0015 0 -0.95 2.425 0.02 1.6 15 22 52 2 0 1
Q5V699_HALMA 1 Ribose ABC transporter ATP-binding rbsA pNG7252 595 10.3 4 4 0.9977 K LTEVDAIVDR V 2 1129.5979 1131.6081 2.0102 -2.0067 3.10 2.864 0.156 0.6 1 15 18 2 0 1
Q5V6V6_HALMA 1 Putative ABC transporter substrate-binding protein rbsB-1 pNG7023 483 12.6 3 4 1 R VGENFAQVTLESLQEAAPDPFDRKYPQWGQR Y 4 3575.7433 3575.7497 0.0064 0 1.78 6.613 0.491 0 1 51 180 2 1 1
Q5V6V6_HALMA 1 Putative ABC transporter substrate-binding protein rbsB-1 pNG7023 483 12.6 3 4 1 R AGHIVSDANLFWPGLTGSDSSVADNIGIAK A 3 3011.4988 3011.5096 0.0108 0 3.58 5.711 0.45 0 1 40 116 2 0 1
Q5V6V6_HALMA 1 Putative ABC transporter substrate-binding protein rbsB-1 pNG7023 483 12.6 3 4 1 R AGHIVSDANLFWPGLTGSDSSVADNIGIAK A 3 3011.4988 3011.5124 0.0135 0 4.49 4.756 0.361 0 1 36 116 2 0 1
Q5V6V6_HALMA 1 Putative ABC transporter substrate-binding protein rbsB-1 pNG7023 483 12.6 3 4 1 R VGENFAQVTLESLQEAAPDPFDR K 3 2532.2132 2532.2157 0.0024 0 0.96 3.682 0.337 0 1 29 88 2 0 1
Q5V6Y4_HALMA 1 Hypothetical protein pNG6054 pNG6054 348 8.9 2 4 0.9202 R SEGVLIAAISLLNGR A 3 1511.8671 1511.8582 -0.0090 0 -5.92 2.169 0.015 7.8 1 21 56 2 0 1
Q5V6Y4_HALMA 1 Hypothetical protein pNG6054 pNG6054 348 8.9 2 4 0.9420 R SEGVLIAAISLLNGR A 3 1511.8671 1512.8482 0.9810 -1.0034 -14.75 2.41 0.069 0.8 1 23 56 2 0 1
Q5V6Y4_HALMA 1 Hypothetical protein pNG6054 pNG6054 348 8.9 2 4 1 R TLVGVLGALSALFPDK I 2 1599.9236 1599.9272 0.0036 0 2.25 3.443 0.433 0 1 19 30 2 0 1
Q5V6Y4_HALMA 1 Hypothetical protein pNG6054 pNG6054 348 8.9 2 4 0.9693 R TLVGVLGALSALFPDK I 3 1599.9236 1599.9382 0.0145 0 9.09 2.278 0.074 1.6 2 22 60 2 0 1
Q5V782_HALMA 1 Mrr restriction system protein-like mrr pNG6143 454 10.6 3 4 1 M AVLDDLSGFEFEDLMEDVFR N 2 2346.0726 2347.0854 1.0128 -1.0034 4.04 5.529 0.627 0 1 27 38 2 0 1
Q5V782_HALMA 1 Mrr restriction system protein-like mrr pNG6143 454 10.6 3 4 0.9997 R TADEGRDVIMEEIVDGTRR A 4 2161.0433 2161.0432 -0.0002 0 -0.08 2.563 0.18 0.5 1 35 108 2 1 1
Q5V782_HALMA 1 Mrr restriction system protein-like mrr pNG6143 454 10.6 3 4 0.9889 R TADEGRDVIMEEIVDGTRR A 4 2161.0433 2161.0385 -0.0048 0 -2.22 2.063 0.154 2 21 29 108 2 1 1
Q5V7K5_HALMA 1 Universal stress protein usp8 pNG5052 138 37.7 3 4 1 R TSVVVGDPVETIIATVKNEDIDQVIMGSHGR D 4 3278.6816 3278.6938 0.0122 0 3.71 2.992 0.313 0.1 1 49 180 2 1 1
Q5V7K5_HALMA 1 Universal stress protein usp8 pNG5052 138 37.7 3 4 1 K AEAESLLKDAQAEFMSPEKIR T 4 2362.1838 2362.1855 0.0017 0 0.71 3.451 0.422 0 1 39 120 2 2 1
Q5V7K5_HALMA 1 Universal stress protein usp8 pNG5052 138 37.7 3 4 1 R TSVVVGDPVETIIATVK N 2 1726.9716 1726.9654 -0.0062 0 -3.58 3 0.376 0 1 16 32 2 0 1
Q5V7K5_HALMA 1 Universal stress protein usp8 pNG5052 138 37.7 3 4 0.9999 R TSVVVGDPVETIIATVKNEDIDQVIMGSHGR D 4 3278.6816 3279.6909 1.0093 -1.0034 1.81 3.089 0.301 0.1 1 47 180 2 1 1
Q5V7X2_HALMA 1 Hypothetical protein pNG4050 pNG4050 265 5.7 1 4 1 R TTVAGLIAAVLGIER D 2 1482.8770 1482.8817 0.0047 0 3.15 3.434 0.407 0 1 22 28 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein pNG4050 pNG4050 265 5.7 1 4 1 R TTVAGLIAAVLGIER D 3 1482.8770 1482.8732 -0.0038 0 -2.58 4.151 0.368 0 1 28 56 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein pNG4050 pNG4050 265 5.7 1 4 1 R TTVAGLIAAVLGIER D 2 1482.8770 1482.8823 0.0053 0 3.56 3.394 0.434 0 1 21 28 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein pNG4050 pNG4050 265 5.7 1 4 0.9999 R TTVAGLIAAVLGIER D 3 1482.8770 1483.8682 0.9911 -1.0034 -8.23 3.747 0.238 0.1 1 25 56 2 0 1
Q5V822_HALMA 1 Hypothetical protein pNG2038 pNG2038 324 17.3 3 4 0.9997 K TVTWENIGTSAGLTHQPDDALIATK Q 3 2638.3238 2639.3182 0.9943 -1.0034 -3.41 3.458 0.233 0 1 29 96 2 0 1
Q5V822_HALMA 1 Hypothetical protein pNG2038 pNG2038 324 17.3 3 4 1 K ELPITVYAGQQTQLVDTSNKR L 3 2360.2336 2360.2399 0.0063 0 2.65 2.292 0.509 0 1 30 80 2 0 1
Q5V822_HALMA 1 Hypothetical protein pNG2038 pNG2038 324 17.3 3 4 0.9249 K GRLDYKPDFK G 3 1237.6455 1237.6478 0.0023 0 1.85 1.842 0.214 0.3 189 12 36 2 1 1
RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19) rps11p rrnAC0061 129 39.5 3 4 0.9161 K ALDRGVEGVDVR V 3 1284.6786 1284.6682 -0.0105 0 -8.14 2.587 0.109 0.2 71 21 44 2 1 1
RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19) rps11p rrnAC0061 129 39.5 3 4 0.9994 R AGLEIGRIEDVTPTPHDGTR A 4 2133.0814 2133.0793 -0.0021 0 -1.00 4.151 0.237 0.1 15 32 114 2 1 1
RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19) rps11p rrnAC0061 129 39.5 3 4 1 R GPGGNLQTSPGPGAQATIR A 2 1777.9071 1777.9107 0.0036 0 2.03 3.137 0.346 0 1 22 36 2 0 1
RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19) rps11p rrnAC0061 129 39.5 3 4 1 R GPGGNLQTSPGPGAQATIR A 2 1777.9071 1777.9073 0.0002 0 0.11 3.148 0.307 0 1 17 36 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3) rps4e rrnAC1600 234 18.4 2 4 1 K AGAGPHGESGVPLLIVLR D 3 1741.9839 1741.9861 0.0022 0 1.25 3.25 0.296 0 1 25 68 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3) rps4e rrnAC1600 234 18.4 2 4 0.9989 K AGAGPHGESGVPLLIVLR D 3 1741.9839 1741.9791 -0.0048 0 -2.74 3.018 0.147 0.1 1 29 68 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3) rps4e rrnAC1600 234 18.4 2 4 0.9970 K AGAGPHGESGVPLLIVLR D 3 1741.9839 1742.9782 0.9942 -1.0034 -5.23 2.959 0.159 0.2 1 25 68 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3) rps4e rrnAC1600 234 18.4 2 4 1 K AISDEERPVGMFDILAFTEREEYYR V 4 3035.4335 3035.4392 0.0056 0 1.86 2.504 0.452 0 1 38 144 2 1 1
Q5UWZ3_HALMA 0.9999 Protease heat shock protein HtpX (EC 3.4.24.-) htpX4 rrnAC3544 353 9.1 2 4 1 R SAAQLTGDPAALVGALETLDSGVDDRPGTDKR S 4 3195.6007 3196.6109 1.0102 -1.0034 2.13 4.215 0.407 0 1 49 186 2 0 1
Q5UWZ3_HALMA 0.9999 Protease heat shock protein HtpX (EC 3.4.24.-) htpX4 rrnAC3544 353 9.1 2 4 0.9991 R SAAQLTGDPAALVGALETLDSGVDDRPGTDK R 3 3039.4996 3040.5082 1.0085 -1.0034 1.71 3.13 0.266 0.1 18 22 120 2 0 1
Q5UWZ3_HALMA 0.9999 Protease heat shock protein HtpX (EC 3.4.24.-) htpX4 rrnAC3544 353 9.1 2 4 1 R SAAQLTGDPAALVGALETLDSGVDDRPGTDKR S 4 3195.6007 3195.6074 0.0066 0 2.08 4.443 0.385 0 1 49 186 2 0 1
Q5UWZ3_HALMA 0.9999 Protease heat shock protein HtpX (EC 3.4.24.-) htpX4 rrnAC3544 353 9.1 2 4 1 R SAAQLTGDPAALVGALETLDSGVDDRPGTDKR S 4 3195.6007 3195.6091 0.0084 0 2.61 4.292 0.321 0 1 48 186 2 0 1
Q5UX16_HALMA 0.9999 Dolichol-P-glucose transferase dgs rrnAC3518 255 5.1 1 4 0.9999 R TSIDLLEALLTAR H 2 1414.8031 1415.8054 1.0023 -1.0034 -0.73 3.3 0.321 0 1 20 24 2 0 1
Q5UX16_HALMA 0.9999 Dolichol-P-glucose transferase dgs rrnAC3518 255 5.1 1 4 0.9999 R TSIDLLEALLTAR H 2 1414.8031 1415.8054 1.0023 -1.0034 -0.73 3.354 0.289 0 1 19 24 2 0 1
Q5UX16_HALMA 0.9999 Dolichol-P-glucose transferase dgs rrnAC3518 255 5.1 1 4 0.9964 R TSIDLLEALLTAR H 3 1414.8031 1414.8053 0.0022 0 1.53 3.267 0.088 0.1 6 20 48 2 0 1
Q5UX16_HALMA 0.9999 Dolichol-P-glucose transferase dgs rrnAC3518 255 5.1 1 4 0.9547 R TSIDLLEALLTAR H 3 1414.8031 1414.7782 -0.0250 0 -17.64 2.19 0.129 1 134 16 48 2 0 1



Q5V555_HALMA 0.9999 Hypothetical protein rrnAC0291 rrnAC0291 364 4.1 1 4 1 R DVLVGYADLVPWMLR L 2 1745.9174 1745.9212 0.0038 0 2.19 4.221 0.574 0 1 23 28 2 0 1
Q5V555_HALMA 0.9999 Hypothetical protein rrnAC0291 rrnAC0291 364 4.1 1 4 1 R DVLVGYADLVPWMLR L 2 1745.9174 1745.9209 0.0034 0 1.97 3.948 0.577 0 1 23 28 2 0 1
Q5V555_HALMA 0.9999 Hypothetical protein rrnAC0291 rrnAC0291 364 4.1 1 4 1 R DVLVGYADLVPWMLR L 2 1745.9174 1745.9210 0.0036 0 2.04 4.153 0.562 0 1 22 28 2 0 1
Q5V555_HALMA 0.9999 Hypothetical protein rrnAC0291 rrnAC0291 364 4.1 1 4 0.9983 R DVLVGYADLVPWMLR L 3 1761.9174 1761.9133 -0.0041 0 -2.35 2.796 0.135 0.6 1 29 56 2 0 1 DVLVGYADLVPWM[147]LR
Q5V5E0_HALMA 0.9999 Aldehyde dehydrogenase (EC 1.2.1.3) aldY2 rrnAC0201 508 2.2 1 4 1 R IDIDLVIDHFR Y 2 1354.7245 1355.6654 0.9409 -1.0034 -46.08 3.473 0.342 0 1 17 20 2 0 1
Q5V5E0_HALMA 0.9999 Aldehyde dehydrogenase (EC 1.2.1.3) aldY2 rrnAC0201 508 2.2 1 4 1 R IDIDLVIDHFR Y 2 1354.7245 1355.6454 0.9209 -1.0034 -60.84 3.485 0.328 0 1 16 20 2 0 1
Q5V5E0_HALMA 0.9999 Aldehyde dehydrogenase (EC 1.2.1.3) aldY2 rrnAC0201 508 2.2 1 4 0.9974 R IDIDLVIDHFR Y 3 1354.7245 1354.7159 -0.0086 0 -6.34 2.886 0.146 0.6 25 18 40 2 0 1
Q5V5E0_HALMA 0.9999 Aldehyde dehydrogenase (EC 1.2.1.3) aldY2 rrnAC0201 508 2.2 1 4 0.9935 R IDIDLVIDHFR Y 3 1354.7245 1354.7261 0.0016 0 1.16 2.348 0.134 0.7 5 21 40 2 0 1
Q5V5T8_HALMA 0.9999 Sugar ABC transporter ATP-binding protein (UGPC) ugpC3 rrnAC0031 379 11.6 3 4 0.9089 R AIVRDPEVFLMDEPLANLDAK L 3 2355.2144 2355.2224 0.0080 0 3.40 3.559 0.337 0 2 31 80 2 1 1
Q5V5T8_HALMA 0.9999 Sugar ABC transporter ATP-binding protein (UGPC) ugpC3 rrnAC0031 379 11.6 3 4 0.9254 R AIVRDPEVFLMDEPLANLDAK L 3 2355.2144 2355.2221 0.0076 0 3.25 3.725 0.282 0 2 30 80 2 1 1
Q5V5T8_HALMA 0.9999 Sugar ABC transporter ATP-binding protein (UGPC) ugpC3 rrnAC0031 379 11.6 3 4 1 K DMGIFELIDR K 2 1207.5907 1207.5943 0.0036 0 2.99 2.729 0.334 0 1 16 18 2 0 1
Q5V5T8_HALMA 0.9999 Sugar ABC transporter ATP-binding protein (UGPC) ugpC3 rrnAC0031 379 11.6 3 4 0.9503 R LDGQIINDQPPAR R 2 1435.7419 1436.6074 0.8655 -1.0034 -96.03 2.562 0.087 0.3 4 15 24 2 0 1
Q5V4X8_HALMA 0.9998 4-aminobutyrate aminotransferase gabT rrnAC0382 440 13.2 3 4 0.9997 K YGITFDGAFHGR T 3 1339.6309 1339.6299 -0.0011 0 -0.78 2.313 0.235 0 1 20 44 2 0 1
Q5V4X8_HALMA 0.9998 4-aminobutyrate aminotransferase gabT rrnAC0382 440 13.2 3 4 0.9546 R GLGLMTALEFDTADRR D 3 1764.8828 1764.8845 0.0017 0 0.97 2.221 0.126 1.3 76 17 60 2 0 1
Q5V4X8_HALMA 0.9998 4-aminobutyrate aminotransferase gabT rrnAC0382 440 13.2 3 4 1 K YGITFDGAFHGR T 3 1339.6309 1339.6317 0.0008 0 0.58 2.722 0.333 0 1 21 44 2 0 1
Q5UYR4_HALMA 0.9997 Sugar and other transporter dld rrnAC2836 452 17 3 4 0.9999 R GVVPLAIVSGVIGVR M 3 1434.8922 1435.8982 1.0059 -1.0034 1.81 2.687 0.316 0 1 23 56 2 0 1
Q5UYR4_HALMA 0.9997 Sugar and other transporter dld rrnAC2836 452 17 3 4 0.9806 R YGTPSVLTAVALVSTVPLVLIPSVR G 3 2551.4989 2552.4982 0.9992 -1.0034 -1.61 2.656 0.218 0.5 160 19 96 2 0 1
Q5UYR4_HALMA 0.9997 Sugar and other transporter dld rrnAC2836 452 17 3 4 0.9604 R YGTPSVLTAVALVSTVPLVLIPSVR G 3 2551.4989 2551.5053 0.0063 0 2.49 2.495 0.14 1 145 20 96 2 0 1
Q5UWZ7_HALMA 0.9990 Hypothetical protein rrnAC3540 rrnAC3540 521 4.4 2 4 1 R LDLLGTNWWDIDTPLK A 2 1898.9778 1898.9854 0.0076 0 4.01 3.916 0.436 0 1 19 30 2 0 1
Q5UWZ7_HALMA 0.9990 Hypothetical protein rrnAC3540 rrnAC3540 521 4.4 2 4 1 R LDLLGTNWWDIDTPLK A 2 1898.9778 1900.9854 2.0076 -2.0067 0.49 5.002 0.39 0 1 22 30 2 0 1
Q5UWZ7_HALMA 0.9990 Hypothetical protein rrnAC3540 rrnAC3540 521 4.4 2 4 1 R LDLLGTNWWDIDTPLK A 2 1898.9778 1898.9854 0.0076 0 4.01 4.351 0.46 0 1 21 30 2 0 1
Q5UWZ7_HALMA 0.9990 Hypothetical protein rrnAC3540 rrnAC3540 521 4.4 2 4 0.9561 R LPWVFVR V 2 915.5330 916.5349 1.0019 -1.0034 -1.56 2.223 0.039 0.1 1 11 12 2 0 1
Q5UX97_HALMA 0.9989 Terminal quinol oxidase subunit doxD2 rrnAC3427 128 25 2 4 0.9999 R VSTGAVATFLAVVTPTMHDFWNADPDDQSGER L 4 3433.5885 3435.6064 2.0179 -2.0067 3.25 3.83 0.254 0.1 1 38 186 2 0 1
Q5UX97_HALMA 0.9989 Terminal quinol oxidase subunit doxD2 rrnAC3427 128 25 2 4 0.9561 R SWLALGR L 2 801.4497 801.4454 -0.0043 0 -5.34 2.127 0.055 0.4 5 11 12 2 0 1
Q5UX97_HALMA 0.9989 Terminal quinol oxidase subunit doxD2 rrnAC3427 128 25 2 4 0.9999 R VSTGAVATFLAVVTPTMHDFWNADPDDQSGER L 4 3433.5885 3433.5905 0.0020 0 0.58 4.563 0.22 0.1 3 43 186 2 0 1
Q5UYQ2_HALMA 0.9973 Hydrolase alpha\beta hydrolase fold family pcbD-1 rrnAC2850 298 10.1 2 4 0.9653 R HAPWALGR L 2 906.4824 906.4837 0.0013 0 1.45 1.51 0.164 0.1 2 12 14 2 0 1
Q5UYQ2_HALMA 0.9973 Hydrolase alpha\beta hydrolase fold family pcbD-1 rrnAC2850 298 10.1 2 4 0.9977 R VDSDHLGTLTAAGDDALAAAQR R 3 2167.0505 2169.1078 2.0573 -2.0067 23.34 4.109 0.106 0 1 31 84 2 0 1
Q5UX88_HALMA 0.9962 Potassium channel-like pch2 rrnAC3436 404 10.1 2 4 1 R AGADTVISPAVLGGHLIVQSALGR E 3 2301.2805 2301.2788 -0.0017 0 -0.74 3.073 0.402 0 1 34 92 2 0 1
Q5UX88_HALMA 0.9962 Potassium channel-like pch2 rrnAC3436 404 10.1 2 4 1 R AGADTVISPAVLGGHLIVQSALGR E 3 2301.2805 2301.2849 0.0043 0 1.89 2.997 0.347 0 1 33 92 2 0 1
Q5UX88_HALMA 0.9962 Potassium channel-like pch2 rrnAC3436 404 10.1 2 4 1 R AGADTVISPAVLGGHLIVQSALGR E 3 2301.2805 2301.2819 0.0014 0 0.62 2.992 0.326 0 1 34 92 2 0 1
Q5V3A6_HALMA 0.9948 Hypothetical protein rrnAC1031 rrnAC1031 674 5.5 2 4 1 R GQLQTVAGDPVTGRPVR L 3 1749.9486 1749.9475 -0.0011 0 -0.62 2.529 0.352 0.1 1 25 64 2 0 1
Q5V3A6_HALMA 0.9948 Hypothetical protein rrnAC1031 rrnAC1031 674 5.5 2 4 1 R GQLQTVAGDPVTGRPVR L 3 1749.9486 1749.9468 -0.0018 0 -1.04 3.046 0.28 0 1 25 64 2 0 1
Q5V3A6_HALMA 0.9948 Hypothetical protein rrnAC1031 rrnAC1031 674 5.5 2 4 1 R GQLQTVAGDPVTGRPVR L 3 1749.9486 1749.9495 0.0009 0 0.53 3.189 0.385 0.1 1 27 64 2 0 1
Q5V3A6_HALMA 0.9948 Hypothetical protein rrnAC1031 rrnAC1031 674 5.5 2 4 0.9965 R GQLQTVAGDPVTGRPVR L 3 1749.9486 1749.9495 0.0009 0 0.53 2.558 0.136 0.5 1 24 64 2 0 1
Q5UX48_HALMA 0.9791 Hypothetical protein rrnAC3481 rrnAC3481 106 20.8 1 4 0.9999 M ADDESGYVHRPDTEPQATDTSR A 3 2446.0633 2446.0658 0.0025 0 1.02 4.116 0.351 0 1 29 84 2 0 1
Q5UX48_HALMA 0.9791 Hypothetical protein rrnAC3481 rrnAC3481 106 20.8 1 4 1 M ADDESGYVHRPDTEPQATDTSR A 3 2446.0633 2446.0715 0.0082 0 3.34 4.698 0.463 0 1 34 84 2 0 1
Q5UX48_HALMA 0.9791 Hypothetical protein rrnAC3481 rrnAC3481 106 20.8 1 4 1 M ADDESGYVHRPDTEPQATDTSR A 3 2446.0633 2446.0715 0.0082 0 3.34 4.416 0.404 0 1 32 84 2 0 1
Q5UX48_HALMA 0.9791 Hypothetical protein rrnAC3481 rrnAC3481 106 20.8 1 4 1 M ADDESGYVHRPDTEPQATDTSR A 3 2446.0633 2446.0667 0.0034 0 1.39 4.35 0.409 0 1 36 84 2 0 1
RS15_HALMAReview 0.9791 30S ribosomal protein S15P\S13e (HmaS15) (HS11) rps15p rrnAC1426 156 10.3 1 4 1 R LRDHMDENPGDYQNKR A 4 1986.8966 1986.8966 -0.0001 0 -0.04 4.399 0.241 0 1 41 90 2 1 1
RS15_HALMAReview 0.9791 30S ribosomal protein S15P\S13e (HmaS15) (HS11) rps15p rrnAC1426 156 10.3 1 4 0.9999 R LRDHMDENPGDYQNKR A 4 1986.8966 1986.8955 -0.0012 0 -0.59 4.139 0.234 0 1 36 90 2 1 1
RS15_HALMAReview 0.9791 30S ribosomal protein S15P\S13e (HmaS15) (HS11) rps15p rrnAC1426 156 10.3 1 4 0.9998 R LRDHMDENPGDYQNKR A 4 1986.8966 1986.8958 -0.0008 0 -0.40 3.525 0.175 0 1 37 90 2 1 1
RS15_HALMAReview 0.9791 30S ribosomal protein S15P\S13e (HmaS15) (HS11) rps15p rrnAC1426 156 10.3 1 4 0.9428 R LRDHMDENPGDYQNKR A 4 1986.8966 1986.8920 -0.0046 0 -2.31 2.041 0.004 1.4 3 26 90 2 1 1
Q5UY66_HALMA 0.9429 Hypothetical protein rrnAC3070 rrnAC3070 219 10 2 4 0.9296 R AIDDAMNHVPGLR V 3 1407.6929 1407.6982 0.0052 0 3.73 1.535 0.105 5.8 1 21 48 2 0 1
Q5UY66_HALMA 0.9429 Hypothetical protein rrnAC3070 rrnAC3070 219 10 2 4 0.9546 R TAFGDIVER A 2 1006.5083 1006.5054 -0.0029 0 -2.86 1.74 0.074 1.5 1 13 16 2 0 1
Q5V4M3_HALMA 0.9211 Halocyanin-like protein hcp2 rrnAC0508 190 5.8 1 4 0.9847 K ALGMVGAVVVE - 1 1043.5685 1043.5723 0.0038 0 3.63 1.535 0.17 1.8 3 11 20 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2) fusA rrnAC2413 728 6.3 3 3 0.9993 R FYISIEPLGEDIVETIK M 3 1965.0346 1966.0282 0.9935 -1.0034 -4.99 3.353 0.181 0 1 26 64 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2) fusA rrnAC2413 728 6.3 3 3 1 R FYISIEPLGEDIVETIK M 3 1965.0346 1966.0582 1.0235 -1.0034 10.28 4.424 0.301 0 1 30 64 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2) fusA rrnAC2413 728 6.3 3 3 1 R LLAVIQDVNDLIR G 2 1480.8613 1480.8644 0.0030 0 2.05 3.851 0.423 0 1 21 24 2 0 1
Q5UWV1_HALMA 1 Probable exodeoxyribonuclease VII large subunit (EC 3.1.11.6) xseA2 rrnB0041 403 19.6 3 3 0.9998 R TTLEAELETLEERLNTAYTETAETTLETMDDRLTR A 4 4058.9478 4060.9709 2.0231 -2.0067 4.03 4.485 0.224 0.1 1 47 204 2 2 1
Q5UWV1_HALMA 1 Probable exodeoxyribonuclease VII large subunit (EC 3.1.11.6) xseA2 rrnB0041 403 19.6 3 3 0.9999 R TVESDLSAFEAELDR T 3 1680.7842 1680.7838 -0.0004 0 -0.23 3.662 0.168 0.1 1 32 56 2 0 1
Q5UWV1_HALMA 1 Probable exodeoxyribonuclease VII large subunit (EC 3.1.11.6) xseA2 rrnB0041 403 19.6 3 3 0.9985 R VIHKTETPVVVGVGHENDRTLADEVADRR V 5 3211.6698 3211.6638 -0.0061 0 -1.89 3.073 0.156 1 4 50 224 2 2 1
Q5UWY9_HALMA 1 Putative HD family metal dependent phosphohydrolase rrnAC3549 rrnAC3549 407 7.1 2 3 1 R DAHHTGVPYGTIDHER L 4 1803.8288 1803.8308 0.0019 0 1.07 3.076 0.414 0 1 32 90 2 0 1
Q5UWY9_HALMA 1 Putative HD family metal dependent phosphohydrolase rrnAC3549 rrnAC3549 407 7.1 2 3 0.9875 R DAHHTGVPYGTIDHER L 4 1803.8288 1803.8330 0.0041 0 2.29 2.1 0.099 1.2 13 28 90 2 0 1
Q5UWY9_HALMA 1 Putative HD family metal dependent phosphohydrolase rrnAC3549 rrnAC3549 407 7.1 2 3 1 R FEHSLGVYHLADR V 3 1542.7579 1542.9382 0.1802 0 116.83 3.217 0.398 0 1 23 48 2 0 1
Q5UX89_HALMA 1 Hypothetical protein rrnAC3435 rrnAC3435 504 7.3 2 3 0.9996 R SVSDVAHNMVDFATR L 3 1647.7675 1647.7675 0.0000 0 0.01 3.225 0.162 0 1 25 56 2 0 1
Q5UX89_HALMA 1 Hypothetical protein rrnAC3435 rrnAC3435 504 7.3 2 3 1 R FISPPTFERLEDVETDIAIVDR G 3 2561.3013 2561.3144 0.0131 0 5.11 3.664 0.401 0 1 35 84 2 1 1
Q5UX89_HALMA 1 Hypothetical protein rrnAC3435 rrnAC3435 504 7.3 2 3 1 R SVSDVAHNMVDFATR L 3 1647.7675 1647.7683 0.0007 0 0.45 3.329 0.314 0 1 31 56 2 0 1
Q5UXM5_HALMA 1 Cell division protein ftsZ5 rrnAC3284 393 12.7 3 3 1 R ALLVMAGPPEHLNR K 3 1516.8184 1516.8177 -0.0007 0 -0.45 2.816 0.287 0.2 1 27 52 2 0 1
Q5UXM5_HALMA 1 Cell division protein ftsZ5 rrnAC3284 393 12.7 3 3 0.9999 K ADLLGLEHIPEENRVLIGQAR V 4 2342.2706 2342.2736 0.0030 0 1.28 2.315 0.226 0.1 1 36 120 2 1 1
Q5UXM5_HALMA 1 Cell division protein ftsZ5 rrnAC3284 393 12.7 3 3 1 K VAASILLAGVHNVPR I 3 1515.8885 1515.8936 0.0051 0 3.35 3.011 0.285 0.1 1 27 56 2 0 1
Q5UXR2_HALMA 1 Hypothetical protein rrnAC3242 rrnAC3242 777 3.3 1 3 0.9732 R FGSRGDDVGGLAHYQPIFTSEDGSHK A 5 2776.2841 2776.2832 -0.0009 0 -0.33 2.567 0.074 1.2 12 41 200 2 1 1
Q5UXR2_HALMA 1 Hypothetical protein rrnAC3242 rrnAC3242 777 3.3 1 3 1 R FGSRGDDVGGLAHYQPIFTSEDGSHK A 4 2776.2841 2776.2819 -0.0022 0 -0.79 4.458 0.447 0 1 49 150 2 1 1
Q5UXR2_HALMA 1 Hypothetical protein rrnAC3242 rrnAC3242 777 3.3 1 3 0.9999 R FGSRGDDVGGLAHYQPIFTSEDGSHK A 5 2776.2841 2776.2841 0.0000 0 0.00 3.344 0.295 0.1 2 52 200 2 1 1
Q5UXS6_HALMA 1 Universal stress protein usp22 rrnAC3225 157 38.2 3 3 1 K FVEDNDIDLVVMGSHGR S 3 1901.8941 1901.9000 0.0059 0 3.08 3.179 0.323 0 5 26 64 2 0 1
Q5UXS6_HALMA 1 Universal stress protein usp22 rrnAC3225 157 38.2 3 3 1 R AAEHGVEVEEHITAGEPAR A 2 2000.9552 2000.9654 0.0102 0 5.11 4.2 0.487 0 1 20 36 2 0 1
Q5UXS6_HALMA 1 Universal stress protein usp22 rrnAC3225 157 38.2 3 3 0.9983 R QGNLAEMTDIKEDADEATGYVRDR A 4 2696.2348 2696.2419 0.0071 0 2.62 2.265 0.194 0.7 8 31 138 2 2 1
Q5UY17_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-7 rrnAC3127 247 19.4 2 3 1 R ALHQSTDLLMLDEPYEGLAPQIIESVENAIER I 4 3593.7923 3595.8109 2.0186 -2.0067 3.30 5.239 0.472 0 1 52 186 2 0 1
Q5UY17_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-7 rrnAC3127 247 19.4 2 3 0.9999 K AGTLSGGEQQMLAIAR A 2 1601.8195 1601.8235 0.0039 0 2.46 2.853 0.259 0.1 1 19 30 2 0 1
Q5UY17_HALMA 1 Branched-chain amino acid ABC transporter ATP-binding protein livF-7 rrnAC3127 247 19.4 2 3 1 R ALHQSTDLLMLDEPYEGLAPQIIESVENAIER I 3 3593.7923 3595.8082 2.0158 -2.0067 2.55 5.066 0.319 0 1 41 124 2 0 1
Q5UZG4_HALMA 1 Hypothetical protein rrnAC2538 rrnAC2538 394 15 3 3 0.9999 R TTYDTVLQPGTEK K 2 1451.7144 1451.7145 0.0000 0 0.02 2.721 0.285 0 1 13 24 2 0 1
Q5UZG4_HALMA 1 Hypothetical protein rrnAC2538 rrnAC2538 394 15 3 3 1 R GTESLDGREVYVIHVAPK D 3 1969.0269 1970.0182 0.9912 -1.0034 -6.15 4.808 0.421 0 1 32 68 2 1 1
Q5UZG4_HALMA 1 Hypothetical protein rrnAC2538 rrnAC2538 394 15 3 3 0.9980 R LFASLNMATAADAATDSQSVEPLPVVPR G 2 2870.4484 2869.4059 -1.0426 1 -14.83 3.167 0.327 0 1 20 54 2 0 1
Q5V048_HALMA 1 Cobalt transport protein cbiQ1 rrnAC2280 263 8 2 3 1 R FADLLAAFR R 2 1022.5549 1022.5654 0.0105 0 10.29 2.925 0.371 0 1 15 16 2 0 1
Q5V048_HALMA 1 Cobalt transport protein cbiQ1 rrnAC2280 263 8 2 3 1 R DSGHFVGSFLVR S 3 1319.6622 1319.6625 0.0003 0 0.21 3.912 0.349 0 8 23 44 2 0 1
Q5V048_HALMA 1 Cobalt transport protein cbiQ1 rrnAC2280 263 8 2 3 1 R DSGHFVGSFLVR S 3 1319.6622 1319.6630 0.0007 0 0.55 4.201 0.326 0 3 25 44 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein rrnAC2160 rrnAC2160 219 10.5 2 3 0.9996 R EVLLLALNR G 2 1039.6390 1039.6454 0.0064 0 6.18 2.423 0.195 0 1 13 16 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein rrnAC2160 rrnAC2160 219 10.5 2 3 0.9993 R EVLLLALNR G 2 1039.6390 1039.6454 0.0064 0 6.18 2.216 0.224 0.2 2 13 16 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein rrnAC2160 rrnAC2160 219 10.5 2 3 1 - MIVEFHIDAPLLQR T 3 1680.9021 1680.9019 -0.0002 0 -0.11 2.848 0.402 0 2 25 52 2 0 1
Q5V0S7_HALMA 1 Hypothetical protein rrnAC2016 rrnAC2016 128 28.1 2 3 0.9475 M VSSPADDGPVDTSTDPPATDGTVAALSEEELYAIVR V 3 3644.7217 3645.7282 1.0064 -1.0034 0.85 3.497 0.24 0.3 2 26 140 1 0 1
Q5V0S7_HALMA 1 Hypothetical protein rrnAC2016 rrnAC2016 128 28.1 2 3 1 D PPATDGTVAALSEEELYAIVR V 3 2201.1216 2203.1482 2.0265 -2.0067 9.02 4.783 0.415 0 2 27 80 1 0 1
Q5V0S7_HALMA 1 Hypothetical protein rrnAC2016 rrnAC2016 128 28.1 2 3 1 D PPATDGTVAALSEEELYAIVR V 2 2201.1216 2201.1356 0.0140 0 6.35 6.807 0.46 0 1 31 40 1 0 1
Q5V119_HALMA 1 Cytochrome-like protein Fbr fbr1 rrnAC1910 823 3.3 2 3 1 R QGQAGQAATLVSDLFAR F 2 1731.8904 1731.8901 -0.0003 0 -0.18 4.366 0.609 0 1 27 32 2 0 1
Q5V119_HALMA 1 Cytochrome-like protein Fbr fbr1 rrnAC1910 823 3.3 2 3 1 R QGQAGQAATLVSDLFAR F 3 1731.8904 1731.9082 0.0177 0 10.25 2.994 0.395 0 2 23 64 2 0 1
Q5V119_HALMA 1 Cytochrome-like protein Fbr fbr1 rrnAC1910 823 3.3 2 3 1 R VLDLLLLGSR A 2 1097.6808 1097.6827 0.0019 0 1.72 3.756 0.371 0 1 17 18 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49) hutU rrnAC1787 582 9.5 3 3 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 4 3461.7314 3462.7477 1.0163 -1.0034 3.75 2.964 0.398 0 2 40 180 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49) hutU rrnAC1787 582 9.5 3 3 0.9234 K ELFPEKDDLHR W 3 1397.6939 1397.6947 0.0008 0 0.57 2.178 0.096 1.1 3 22 40 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49) hutU rrnAC1787 582 9.5 3 3 0.9997 R WAALSGDPADIHR T 3 1407.6895 1407.6940 0.0045 0 3.20 2.691 0.206 0 1 25 48 2 0 1
Q5V1N1_HALMA 1 Hypothetical protein rrnAC1658 rrnAC1658 60 36.7 2 3 1 A VLEAVVAPQILK Q 2 1278.7911 1278.7929 0.0018 0 1.42 3.756 0.449 0 1 19 22 1 0 1
Q5V1N1_HALMA 1 Hypothetical protein rrnAC1658 rrnAC1658 60 36.7 2 3 0.9730 M PSPFENPAIR Y 2 1126.5771 1126.5785 0.0013 0 1.19 2.444 0.267 0 6 15 18 2 0 1
Q5V1R3_HALMA 1 Probable sulfite oxidase soxA3 rrnAC1624 506 11.7 3 3 1 R ALSTVGAAIGAATVGYAAGNQR S 3 2018.0545 2020.0582 2.0036 -2.0067 -1.51 4.615 0.489 0 1 34 84 2 0 1
Q5V1R3_HALMA 1 Probable sulfite oxidase soxA3 rrnAC1624 506 11.7 3 3 1 R MVDQRGEVQPETETDSYPSGASGWVSK Q 3 2939.3243 2940.3310 1.0067 -1.0034 1.14 5.314 0.517 0 1 37 104 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1) nrdA rrnAC1622 1032 7.9 4 3 0.9967 K QTRPDVLHGVTQR I 3 1505.8062 1505.8071 0.0008 0 0.55 2.495 0.166 0.5 8 20 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1) nrdA rrnAC1622 1032 7.9 4 3 1 R LNDPDDFTHNSFAEALEEARELIDDDGQVPK H 4 3499.6015 3499.6052 0.0036 0 1.04 4.897 0.347 0 1 47 180 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1) nrdA rrnAC1622 1032 7.9 4 3 0.9564 K VAWDKGEQIQSIPDAIGTALR R 2 2267.1910 2267.6454 0.4544 0 200.43 2.125 0.189 0.3 2 14 40 2 1 1
Q5V3C2_HALMA 1 Glycosyltransferase (EC 2.4.1.-) gtr-7 rrnAC1015 386 9.8 2 3 0.9992 R AEAFLPVNPQAEHFIVDK M 3 2024.0367 2024.0441 0.0074 0 3.67 2.767 0.242 0.1 27 20 68 2 0 1
Q5V3C2_HALMA 1 Glycosyltransferase (EC 2.4.1.-) gtr-7 rrnAC1015 386 9.8 2 3 1 K DLEVLIHAFDQVNDAHPEAR L 4 2288.1185 2288.1235 0.0050 0 2.17 4.064 0.324 0 1 41 114 2 0 1
Q5V3C2_HALMA 1 Glycosyltransferase (EC 2.4.1.-) gtr-7 rrnAC1015 386 9.8 2 3 1 K DLEVLIHAFDQVNDAHPEAR L 3 2288.1185 2288.6182 0.4996 0 218.37 4.366 0.463 0 1 35 76 2 0 1
Q5V3K8_HALMA 1 Sugar ABC transporter ATP-binding protein msmX-2 rrnAC0920 398 9.5 3 3 1 R AADIVQLEGMLNRMPEEMSGGQR Q 3 2531.1930 2531.1872 -0.0059 0 -2.32 3.882 0.393 0 1 34 88 2 1 1
Q5V3K8_HALMA 1 Sugar ABC transporter ATP-binding protein msmX-2 rrnAC0920 398 9.5 3 3 0.9981 R LRDYPQDEIDR R 3 1418.6790 1420.6882 2.0091 -2.0067 1.72 3.704 0.134 0.3 1 26 40 2 1 1
Q5V3K8_HALMA 1 Sugar ABC transporter ATP-binding protein msmX-2 rrnAC0920 398 9.5 3 3 0.9794 R LRDYPQDEIDRRVER A 4 1958.9922 1958.9943 0.0021 0 1.08 2.983 0.125 0.2 31 27 84 2 2 1
Q5V3W2_HALMA 1 Hypothetical protein rrnAC0803 rrnAC0803 514 4.3 2 3 1 R GAEVEAILDLLEK R 3 1398.7606 1398.7582 -0.0025 0 -1.75 3.177 0.269 0 1 25 48 2 0 1
Q5V3W2_HALMA 1 Hypothetical protein rrnAC0803 rrnAC0803 514 4.3 2 3 0.9997 R AGLVDILAR V 2 926.5549 926.5564 0.0015 0 1.63 2.683 0.178 0.1 1 13 16 2 0 1
Q5V3W2_HALMA 1 Hypothetical protein rrnAC0803 rrnAC0803 514 4.3 2 3 0.9797 R AGLVDILAR V 2 926.5549 926.5654 0.0105 0 11.36 2.028 0.099 0.7 5 12 16 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5) sucD rrnAC0474 290 6.6 1 3 0.9677 K LGILPGNIFSSGNVGLVSR S 3 1899.0578 1899.0598 0.0020 0 1.06 2.453 0.111 1.7 28 21 72 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5) sucD rrnAC0474 290 6.6 1 3 1 K LGILPGNIFSSGNVGLVSR S 2 1899.0578 1899.0672 0.0094 0 4.96 4.76 0.557 0 1 28 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5) sucD rrnAC0474 290 6.6 1 3 0.9999 K LGILPGNIFSSGNVGLVSR S 3 1899.0578 1900.0629 1.0051 -1.0034 0.90 2.481 0.317 0.4 1 24 72 2 0 1
Q5V4S1_HALMA 1 NADH dehydrogenase yjlD1 rrnAC0450 389 26.7 8 3 0.9568 K SLDDALEIHDKVQQAAR E 4 1907.9701 1907.9710 0.0009 0 0.47 2.328 0.024 5.7 4 31 96 2 1 1



Q5V4S1_HALMA 1 NADH dehydrogenase yjlD1 rrnAC0450 389 26.7 8 3 1 K SLDDALEIHDKVQQAAR E 3 1907.9701 1907.9725 0.0024 0 1.24 3.968 0.437 0 1 33 64 2 1 1
Q5V4S1_HALMA 1 NADH dehydrogenase yjlD1 rrnAC0450 389 26.7 8 3 1 K SLDDALEIHDKVQQAAR E 3 1907.9701 1907.9741 0.0040 0 2.11 4.1 0.413 0 1 32 64 2 1 1
Q5V4V8_HALMA 1 LemA protein lemA rrnAC0409 193 15.5 3 3 0.9999 K FDDVRDALETIEQRLENRR E 4 2374.1989 2375.2062 1.0073 -1.0034 1.67 3.159 0.258 0 1 33 108 2 2 1
Q5V4V8_HALMA 1 LemA protein lemA rrnAC0409 193 15.5 3 3 0.9990 R YNALLQQIPER Y 2 1343.7197 1343.7254 0.0057 0 4.26 1.954 0.291 0.4 3 15 20 2 0 1
Q5V522_HALMA 1 Acetolactate synthase (EC 2.2.1.6) ilvB2 rrnAC0330 585 8.4 2 3 1 R ASVPKEEEETEPETEQEPVTTGAQSVIR A 3 3069.4626 3069.4755 0.0129 0 4.19 4.21 0.406 0 1 31 108 2 1 1
Q5V522_HALMA 1 Acetolactate synthase (EC 2.2.1.6) ilvB2 rrnAC0330 585 8.4 2 3 1 R ASVPKEEEETEPETEQEPVTTGAQSVIR A 3 3069.4626 3069.4882 0.0255 0 8.32 4.586 0.481 0 1 33 108 2 1 1
Q5V522_HALMA 1 Acetolactate synthase (EC 2.2.1.6) ilvB2 rrnAC0330 585 8.4 2 3 0.9992 R MASEYPWIPQFDKLAEAFGAR G 3 2426.1729 2426.1709 -0.0021 0 -0.85 2.66 0.252 0 1 30 80 2 1 1
Q5V5S8_HALMA 1 Hypothetical protein rrnAC0042 rrnAC0042 253 15.4 3 3 0.9978 K TVAGQPYEEGGEERFHATDKEVAR K 3 2675.2575 2675.2569 -0.0006 0 -0.23 2.431 0.256 0.2 2 27 92 2 2 1
Q5V5S8_HALMA 1 Hypothetical protein rrnAC0042 rrnAC0042 253 15.4 3 3 0.9996 R KIVDDWMAWPDYRER L 4 1978.9359 1979.9309 0.9950 -1.0034 -4.23 2.995 0.238 0.1 2 26 84 2 1 1
Q5V5S8_HALMA 1 Hypothetical protein rrnAC0042 rrnAC0042 253 15.4 3 3 0.9591 K TVAGQPYEEGGEERFHATDKEVARK I 5 2803.3525 2804.3636 1.0111 -1.0034 2.76 2.383 0.002 4.1 1 52 192 2 2 1
Q5V679_HALMA 1 Ferrichrome ABC transporter permease protein fhuG1 pNG7275 371 4.9 1 3 1 R IAVIPTLAATLLALAGAR Q 2 1734.0767 1734.0854 0.0087 0 5.03 4.221 0.558 0 1 26 34 2 0 1
Q5V679_HALMA 1 Ferrichrome ABC transporter permease protein fhuG1 pNG7275 371 4.9 1 3 1 R IAVIPTLAATLLALAGAR Q 2 1734.0767 1734.0854 0.0087 0 5.03 4.143 0.51 0 1 24 34 2 0 1
Q5V679_HALMA 1 Ferrichrome ABC transporter permease protein fhuG1 pNG7275 371 4.9 1 3 1 R IAVIPTLAATLLALAGAR Q 3 1734.0767 1735.0748 0.9981 -1.0034 -3.05 3.534 0.34 0 1 32 68 2 0 1
Q5V6Q3_HALMA 1 MCP domain signal transducer htr8 pNG7084 637 8.6 3 3 0.9999 R TRIENIQAQTGTVVSQVER A 3 2128.1236 2128.1277 0.0041 0 1.92 3.033 0.338 0.1 3 22 72 2 1 1
Q5V6Q3_HALMA 1 MCP domain signal transducer htr8 pNG7084 637 8.6 3 3 0.9998 R ASELVEKEIEAVER S 3 1600.8308 1600.8292 -0.0016 0 -1.02 3.869 0.184 0.2 1 28 52 2 1 1
Q5V6Q3_HALMA 1 MCP domain signal transducer htr8 pNG7084 637 8.6 3 3 1 R LRDEAEQEREEVAALNSHLELK A 4 2578.2987 2578.3061 0.0074 0 2.86 3.292 0.36 0 1 39 126 2 2 1
Q5V731_HALMA 1 DSBA-like thioredoxin trx pNG6070 328 10.4 3 3 1 R HWLVAHPDDLSGVDYK R 3 1850.8951 1851.9082 1.0130 -1.0034 5.24 3.87 0.426 0 1 32 60 2 0 1
Q5V731_HALMA 1 DSBA-like thioredoxin trx pNG6070 328 10.4 3 3 1 R HWLVAHPDDLSGVDYKR A 4 2006.9962 2006.9979 0.0016 0 0.82 5.101 0.398 0 1 47 96 2 0 1
Q5V731_HALMA 1 DSBA-like thioredoxin trx pNG6070 328 10.4 3 3 0.9998 R LVEFAQAAGVSETASVR T 2 1733.8948 1733.9004 0.0055 0 3.20 2.773 0.246 0.4 1 15 32 2 0 1
RL18_HALMAReview 1 50S ribosomal protein L18P (Hmal18) (Hl12) rpl18p rrnAC1593 187 14.4 1 3 1 K VFAIQEGAIDAGLDIPHNDDVLADWQR T 3 2977.4570 2977.4696 0.0125 0 4.21 5.798 0.468 0 1 47 104 2 0 1
RL18_HALMAReview 1 50S ribosomal protein L18P (Hmal18) (Hl12) rpl18p rrnAC1593 187 14.4 1 3 1 K VFAIQEGAIDAGLDIPHNDDVLADWQR T 4 2977.4570 2978.4509 0.9939 -1.0034 -3.18 4.734 0.411 0 1 50 156 2 0 1
RL18_HALMAReview 1 50S ribosomal protein L18P (Hmal18) (Hl12) rpl18p rrnAC1593 187 14.4 1 3 1 K VFAIQEGAIDAGLDIPHNDDVLADWQR T 3 2977.4570 2977.4721 0.0151 0 5.07 5.638 0.504 0 1 41 104 2 0 1
RS8E_HALMAReview 1 30S ribosomal protein S8e (HS23) rps8e rrnAC1511 123 25.2 1 3 1 K TDVASIADGAETIEATIENVVENPSNPNYAR R 3 3259.5480 3260.5582 1.0101 -1.0034 2.09 4.947 0.487 0 1 33 120 2 0 1
RS8E_HALMAReview 1 30S ribosomal protein S8e (HS23) rps8e rrnAC1511 123 25.2 1 3 1 K TDVASIADGAETIEATIENVVENPSNPNYAR R 4 3259.5480 3261.5709 2.0229 -2.0067 4.96 4.43 0.292 0.2 2 39 180 2 0 1
RS8E_HALMAReview 1 30S ribosomal protein S8e (HS23) rps8e rrnAC1511 123 25.2 1 3 0.9696 K TDVASIADGAETIEATIENVVENPSNPNYAR R 3 3259.5480 3260.5582 1.0101 -1.0034 2.09 3.371 0.149 0.3 194 20 120 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase) upp rrnAC2577 225 6.2 2 3 0.9899 K GLEDVVIVNVLR A 3 1324.7714 1326.7882 2.0167 -2.0067 7.58 2.39 0.183 0.5 13 20 44 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase) upp rrnAC2577 225 6.2 2 3 1 K GLEDVVIVNVLR A 3 1324.7714 1324.7782 0.0067 0 5.09 3.428 0.34 0 1 21 44 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase) upp rrnAC2577 225 6.2 2 3 0.9999 R VKGLEDVVIVNVLR A 3 1551.9348 1551.9338 -0.0010 0 -0.66 4.182 0.182 0.1 1 27 52 2 1 1

Q5UY78_HALMA 0.9999 Hypothetical protein rrnAC3056 rrnAC3056 880 5.6 3 3 0.9995 R SPAALLDALRAWISER F 3 1767.9631 1768.9672 1.0041 -1.0034 0.44 3.597 0.226 0 1 28 60 2 1 1
Q5UY78_HALMA 0.9999 Hypothetical protein rrnAC3056 rrnAC3056 880 5.6 3 3 0.9974 R HIETAAGQQSSATDDTDDATEGRP - 3 2472.0637 2473.0746 1.0109 -1.0034 3.05 2.518 0.217 0.1 1 25 92 2 0 1
Q5UWQ4_HALMA 0.9998 Hypothetical protein rrnB0096 rrnB0096 646 10.5 3 3 0.9927 K EVVVVRPKDDEIGEVIR A 3 1951.0738 1951.0823 0.0085 0 4.34 2.237 0.198 0.9 1 22 64 2 1 1
Q5UWQ4_HALMA 0.9998 Hypothetical protein rrnB0096 rrnB0096 646 10.5 3 3 1 K MLDKEEIWQHLEGKEWYPMVK A 4 2688.3080 2688.3054 -0.0027 0 -0.99 5.515 0.351 0 1 42 120 2 2 1

Q5V4K1_HALMA 0.9998 CDP-diacylglycerol-glycerol-3-phosphate 3-phosphatidyltransferase(EC
2.7.8.5) pgsA rrnAC0532 202 17.8 3 3 0.9765 R ALGPFVSAAK V 2 959.5440 960.5454 1.0014 -1.0034 -2.01 2.389 0.184 0.5 31 12 18 2 0 1

Q5V4K1_HALMA 0.9998 CDP-diacylglycerol-glycerol-3-phosphate 3-phosphatidyltransferase(EC
2.7.8.5) pgsA rrnAC0532 202 17.8 3 3 1 R ELNVASSGGDLLDHVLDR Y 2 1908.9541 1908.9654 0.0113 0 5.93 2.964 0.341 0 1 16 34 2 0 1

Q5V1H2_HALMA 0.9996 Hypothetical protein rrnAC1727 rrnAC1727 143 9.8 2 3 0.9985 R GLLAGIGALGLG F 2 1010.6124 1010.6156 0.0032 0 3.18 2.885 0.334 0 1 15 22 1 0 1
Q5V1H2_HALMA 0.9996 Hypothetical protein rrnAC1727 rrnAC1727 143 9.8 2 3 0.9954 R GLLAGIGALGLGFN A 2 1271.7237 1271.7271 0.0034 0 2.69 2.532 0.342 0 1 19 26 1 0 1
Q5V1H2_HALMA 0.9996 Hypothetical protein rrnAC1727 rrnAC1727 143 9.8 2 3 0.9917 R GLLAGIGALGLGFN A 2 1271.7237 1271.7251 0.0013 0 1.06 2.61 0.298 0 1 20 26 1 0 1
Q5UZQ5_HALMA 0.9990 Tryptophanase (EC 4.1.99.1) tnaA rrnAC2439 447 8.7 2 3 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 3 2902.4097 2904.4282 2.0184 -2.0067 4.05 4.624 0.462 0 1 36 104 2 0 1
Q5UZQ5_HALMA 0.9990 Tryptophanase (EC 4.1.99.1) tnaA rrnAC2439 447 8.7 2 3 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 3 2902.4097 2902.4516 0.0419 0 14.44 4.111 0.33 0 1 31 104 2 0 1
Q5UZQ5_HALMA 0.9990 Tryptophanase (EC 4.1.99.1) tnaA rrnAC2439 447 8.7 2 3 0.9553 R IEQVATLGDLLR D 2 1326.7507 1327.7054 0.9547 -1.0034 -36.65 2.136 0.138 2.7 2 14 22 2 0 1
Q5V1F4_HALMA 0.9990 Glutamine ABC transporter permease protein glnH2 rrnAC1749 226 15.5 3 3 0.9997 R AVETAGVVLR G 2 1013.5869 1014.4654 0.8785 -1.0034 -123.15 3.211 0.224 0 2 15 18 2 0 1
Q5V1F4_HALMA 0.9990 Glutamine ABC transporter permease protein glnH2 rrnAC1749 226 15.5 3 3 0.9697 R GALQSVDEGQLEAAR A 2 1542.7638 1540.7210 -2.0428 2 -27.73 3.567 0.187 0 1 20 28 2 0 1
Q5V1U8_HALMA 0.9990 Hypothetical protein rrnAC1586 rrnAC1586 470 7.4 2 3 1 R THLDETPQLWSILVGDMSVVGPR A 3 2549.2948 2549.3098 0.0150 0 5.89 3.637 0.318 0.1 6 22 88 2 0 1
Q5V1U8_HALMA 0.9990 Hypothetical protein rrnAC1586 rrnAC1586 470 7.4 2 3 0.9569 R TAVFGEAFNIYK F 2 1358.6870 1358.9854 0.2984 0 219.64 1.808 0.185 0.6 41 11 22 2 0 1
Q5V1U8_HALMA 0.9990 Hypothetical protein rrnAC1586 rrnAC1586 470 7.4 2 3 1 R THLDETPQLWSILVGDMSVVGPR A 3 2549.2948 2549.3053 0.0104 0 4.09 3.442 0.284 0 2 25 88 2 0 1
Q5V2M0_HALMA 0.9988 Magnesium Mg(2+)\cobalt Co(2+) transport protein corA rrnAC1296 205 15.6 3 3 1 R DVYDHLVQIVDLTETYR D 3 2078.0320 2078.0381 0.0061 0 2.93 3.644 0.36 0 1 24 64 2 0 1
Q5V2N3_HALMA 0.9984 Hypothetical protein rrnAC1281 rrnAC1281 863 3.9 2 3 0.9934 R FVNWLIR N 2 946.5388 946.5454 0.0066 0 7.00 2.031 0.09 0.4 1 11 12 2 0 1
Q5V2N3_HALMA 0.9984 Hypothetical protein rrnAC1281 rrnAC1281 863 3.9 2 3 0.9990 R FVNWLIR N 2 946.5388 946.5454 0.0066 0 7.00 2.377 0.175 0.2 7 11 12 2 0 1
Q5V2N3_HALMA 0.9984 Hypothetical protein rrnAC1281 rrnAC1281 863 3.9 2 3 0.9663 R RDQPAQDDPTSSTEPSVQGPAPAQEGR G 3 2820.2910 2820.2927 0.0017 0 0.61 2.389 0.109 0.7 10 22 104 2 0 1
RL31_HALMAReview 0.9980 50S ribosomal protein L31e (L34) (Hl30) rpl31e rrnAC3113 92 23.9 2 3 0.9981 K HFSVDEDAVR L 2 1173.5414 1173.5416 0.0002 0 0.15 2.241 0.16 0.1 1 14 18 2 0 1
RL31_HALMAReview 0.9980 50S ribosomal protein L31e (L34) (Hl30) rpl31e rrnAC3113 92 23.9 2 3 1 K HFSVDEDAVR L 2 1173.5414 1173.5454 0.0040 0 3.43 2.852 0.434 0 2 13 18 2 0 1
Q5V2G1_HALMA 0.9979 Hypothetical protein rrnAC1361 rrnAC1361 165 39.4 3 3 1 R TVEAILDAIR E 2 1099.6237 1099.6254 0.0017 0 1.57 3.454 0.331 0 1 17 18 2 0 1
Q5V2G1_HALMA 0.9979 Hypothetical protein rrnAC1361 rrnAC1361 165 39.4 3 3 1 R TVEAILDAIR E 2 1099.6237 1099.6251 0.0014 0 1.25 3.389 0.305 0 1 17 18 2 0 1
Q5V7M8_HALMA 0.9974 Hypothetical protein pNG5078 pNG5078 628 2.4 2 3 1 R VDIGEIIALAGGR T 2 1282.7245 1282.7254 0.0009 0 0.72 3.121 0.395 0 1 18 24 2 0 1
Q5V7M8_HALMA 0.9974 Hypothetical protein pNG5078 pNG5078 628 2.4 2 3 1 R VDIGEIIALAGGR T 2 1282.7245 1282.7291 0.0046 0 3.57 3.42 0.484 0 1 20 24 2 0 1
RS8_HALMAReview 0.9971 30S ribosomal protein S8P (HmaS8) (HS16) rps8p rrnAC1597 130 16.9 2 3 1 K AGEFEVELK G 2 1020.5128 1020.5165 0.0037 0 3.62 3.263 0.215 0.1 1 14 16 2 0 1
Q5UZH3_HALMA 0.9968 Anion permease ylnA rrnAC2527 402 8.5 2 3 1 K PAETEPIGEESREDIPSASDLFEPGTTAR V 3 3100.4473 3101.4682 1.0208 -1.0034 5.64 6.101 0.515 0 1 37 112 1 1 1
Q5UZH3_HALMA 0.9968 Anion permease ylnA rrnAC2527 402 8.5 2 3 1 K PAETEPIGEESREDIPSASDLFEPGTTAR V 3 3100.4473 3101.4682 1.0208 -1.0034 5.64 6.035 0.522 0 1 36 112 1 1 1
Q5V2Q9_HALMA 0.9968 Aspartate aminotransferase (EC 2.6.1.1) aspB1 rrnAC1251 381 8.9 2 3 1 R VSYATGLDDLKEAMAR I 3 1738.8560 1738.8592 0.0032 0 1.83 3.31 0.329 0 1 30 60 2 1 1
Q5V2Q9_HALMA 0.9968 Aspartate aminotransferase (EC 2.6.1.1) aspB1 rrnAC1251 381 8.9 2 3 0.9998 R VSYATGLDDLKEAMAR I 3 1738.8560 1738.8585 0.0025 0 1.41 2.914 0.29 0 2 22 60 2 1 1
Q5V046_HALMA 0.9964 Cobalamin biosynthesis protein CbiM cbiM rrnAC2282 212 11.3 2 3 0.9991 R ARPDLRPNAASEVSA - 2 1552.7957 1552.7934 -0.0023 0 -1.48 2.759 0.231 0 11 13 28 2 0 1
Q5V046_HALMA 0.9964 Cobalamin biosynthesis protein CbiM cbiM rrnAC2282 212 11.3 2 3 0.9849 R ARPDLRPNAASEVSA - 2 1552.7957 1552.7983 0.0026 0 1.67 2.502 0.153 0.2 62 11 28 2 0 1
RL32_HALMAReview 0.9961 50S ribosomal protein L32e (Hl5) rpl32e rrnAC1595 241 20.3 2 3 1 R VHNVDDLEGVDGDTEAVR I 2 1938.8919 1938.8947 0.0028 0 1.46 5.373 0.505 0 1 25 34 2 0 1
RL32_HALMAReview 0.9961 50S ribosomal protein L32e (Hl5) rpl32e rrnAC1595 241 20.3 2 3 1 R VHNVDDLEGVDGDTEAVR I 2 1938.8919 1938.8969 0.0050 0 2.59 5.324 0.529 0 1 22 34 2 0 1
Q5V3H5_HALMA 0.9948 Hypothetical protein rrnAC0956 rrnAC0956 178 11.8 2 3 1 R FDLQDDALFLLR G 2 1464.7613 1464.7635 0.0022 0 1.50 3.864 0.428 0 1 18 22 2 0 1
Q5V3H5_HALMA 0.9948 Hypothetical protein rrnAC0956 rrnAC0956 178 11.8 2 3 1 R FDLQDDALFLLR G 2 1464.7613 1464.7645 0.0032 0 2.17 3.626 0.464 0 1 18 22 2 0 1
Q5V3H5_HALMA 0.9948 Hypothetical protein rrnAC0956 rrnAC0956 178 11.8 2 3 1 R FDLQDDALFLLR G 2 1464.7613 1464.7619 0.0006 0 0.42 3.715 0.474 0 1 18 22 2 0 1
Q5UZ44_HALMA 0.9791 Hypothetical protein rrnAC2685 rrnAC2685 364 4.9 1 3 1 K TSQVIGGLRDEDKVETFR I 3 2049.0491 2050.0582 1.0090 -1.0034 2.78 4.203 0.288 0 1 26 68 2 2 1
Q5UZ44_HALMA 0.9791 Hypothetical protein rrnAC2685 rrnAC2685 364 4.9 1 3 1 K TSQVIGGLRDEDKVETFR I 3 2049.0491 2049.0459 -0.0032 0 -1.56 4.225 0.452 0 1 26 68 2 2 1
Q5UZ44_HALMA 0.9791 Hypothetical protein rrnAC2685 rrnAC2685 364 4.9 1 3 1 K TSQVIGGLRDEDKVETFR I 3 2049.0491 2049.0525 0.0034 0 1.65 3.759 0.279 0 1 24 68 2 2 1
Q5UZM9_HALMA 0.9791 Branched chain amino acid transporter permease protein livH-6 rrnAC2468 305 5.9 1 3 1 R SGPIPVLLDTLNVAVTQR D 3 1892.0731 1892.0788 0.0056 0 2.98 5.651 0.425 0 1 36 68 2 0 1
Q5UZM9_HALMA 0.9791 Branched chain amino acid transporter permease protein livH-6 rrnAC2468 305 5.9 1 3 1 R SGPIPVLLDTLNVAVTQR D 3 1892.0731 1892.0672 -0.0059 0 -3.12 4.46 0.488 0 1 31 68 2 0 1
Q5UZM9_HALMA 0.9791 Branched chain amino acid transporter permease protein livH-6 rrnAC2468 305 5.9 1 3 1 R SGPIPVLLDTLNVAVTQR D 3 1892.0731 1893.0758 1.0026 -1.0034 -0.37 4.824 0.308 0 1 31 68 2 0 1
Q5V042_HALMA 0.9791 Hypothetical protein rrnAC2286 rrnAC2286 313 4.2 1 3 1 R LRPLLEPIHSIQR E 3 1570.9307 1570.9348 0.0041 0 2.62 3.906 0.284 0 1 27 48 2 0 1
Q5V042_HALMA 0.9791 Hypothetical protein rrnAC2286 rrnAC2286 313 4.2 1 3 1 R LRPLLEPIHSIQR E 3 1570.9307 1570.9334 0.0026 0 1.68 3.893 0.332 0 1 26 48 2 0 1
Q5V042_HALMA 0.9791 Hypothetical protein rrnAC2286 rrnAC2286 313 4.2 1 3 1 R LRPLLEPIHSIQR E 3 1570.9307 1570.9304 -0.0003 0 -0.18 3.915 0.321 0 1 26 48 2 0 1
Q5V422_HALMA 0.9791 Hypothetical protein rrnAC0737 rrnAC0737 160 16.2 1 3 1 R EHDLYNEYDEDLLLDEIGDETFSHWR S 4 3252.4160 3252.4409 0.0248 0 7.64 4.092 0.34 0 1 39 150 2 0 1
Q5V422_HALMA 0.9791 Hypothetical protein rrnAC0737 rrnAC0737 160 16.2 1 3 1 R EHDLYNEYDEDLLLDEIGDETFSHWR S 4 3252.4160 3252.4467 0.0307 0 9.44 4.682 0.3 0 1 43 150 2 0 1
Q5V422_HALMA 0.9791 Hypothetical protein rrnAC0737 rrnAC0737 160 16.2 1 3 1 R EHDLYNEYDEDLLLDEIGDETFSHWR S 4 3252.4160 3253.4909 1.0749 -1.0034 21.99 4.748 0.382 0 1 36 150 2 0 1
Q5V542_HALMA 0.9791 Hypothetical protein rrnAC0305 rrnAC0305 336 4.5 1 3 0.9926 M TTHPDRDPSDLPTIR G 3 1719.8540 1719.8514 -0.0026 0 -1.53 2.476 0.359 0 1 30 56 2 1 1
Q5V542_HALMA 0.9791 Hypothetical protein rrnAC0305 rrnAC0305 336 4.5 1 3 0.9971 M TTHPDRDPSDLPTIR G 3 1719.8540 1719.8545 0.0005 0 0.28 2.574 0.382 0 1 26 56 2 1 1
Q5V542_HALMA 0.9791 Hypothetical protein rrnAC0305 rrnAC0305 336 4.5 1 3 0.9241 M TTHPDRDPSDLPTIR G 3 1719.8540 1719.8529 -0.0012 0 -0.67 2.359 0.284 0 1 27 56 2 1 1
Q5UX91_HALMA 0.9669 Hypothetical protein rrnAC3433 rrnAC3433 73 13.7 1 3 0.9050 M ADDISLFDRR M 3 1206.5993 1206.5997 0.0004 0 0.33 2.027 0.297 0.4 27 16 36 2 0 1
Q5UXJ6_HALMA 1 Hypothetical protein rrnAC3317 rrnAC3317 283 16.3 2 2 1 R GFADAYDEEYGEPPLAPTTGTGGTHR S 3 2708.1990 2708.2013 0.0022 0 0.82 3.948 0.238 0 1 34 100 2 0 1
Q5UXJ6_HALMA 1 Hypothetical protein rrnAC3317 rrnAC3317 283 16.3 2 2 1 R ADSIAAGFDRDVLWSVGTSR T 3 2122.0443 2122.0418 -0.0025 0 -1.17 3.225 0.378 0 1 27 76 2 1 1
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein moxR5 rrnAC3062 343 21 4 2 0.9710 P GPVFANVVLADEINR A 3 1612.8573 1612.8581 0.0008 0 0.49 2.923 0.214 0.3 1 23 56 1 0 2 Q5V2T6_HALMA 
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein moxR5 rrnAC3062 343 21 4 2 1 R AAAVLDGRDYAVPDDVKTVVEEAFAHR L 4 2913.4621 2913.4633 0.0012 0 0.41 3.461 0.316 0 1 45 156 2 2 1
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein moxR5 rrnAC3062 343 21 4 2 1 P GPVFANVVLADEINR A 2 1612.8573 1612.8602 0.0029 0 1.79 6.043 0.475 0 1 24 28 1 0 2 Q5V2T6_HALMA 
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein moxR5 rrnAC3062 343 21 4 2 1 K TLTAQSFATALDLSFKR V 3 1868.9996 1869.9982 0.9985 -1.0034 -2.57 3.029 0.452 0 2 23 64 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein rrnAC3012 rrnAC3012 123 34.1 2 2 1 R LGLMNVLGTEDDHAR Q 3 1639.7988 1639.8034 0.0045 0 2.77 3.942 0.35 0 1 33 56 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein rrnAC3012 rrnAC3012 123 34.1 2 2 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3646 -0.0001 0 -0.05 3.375 0.338 0.1 1 33 104 2 0 1
Q5UZ08_HALMA 1 Hypothetical protein rrnAC2730 rrnAC2730 171 8.8 1 2 1 R VLSPLITLFDGITTR I 2 1644.9450 1645.9454 1.0004 -1.0034 -1.78 4.439 0.569 0 1 24 28 2 0 1
Q5UZ08_HALMA 1 Hypothetical protein rrnAC2730 rrnAC2730 171 8.8 1 2 1 R VLSPLITLFDGITTR I 3 1644.9450 1644.9444 -0.0006 0 -0.37 4.389 0.431 0 1 27 56 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1) citZ rrnAC2511 381 6.8 2 2 1 K IPTIIAAFTR I 2 1101.6546 1101.6589 0.0043 0 3.89 2.788 0.3 0 1 17 18 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1) citZ rrnAC2511 381 6.8 2 2 1 R VGGWVAHVFEYIEDNR L 3 1889.9060 1890.9111 1.0051 -1.0034 0.91 4.141 0.369 0 1 26 60 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6) rpoB rrnAC2429 608 7.6 3 2 1 K GVVGHIAPQEDMPFTEEGVVPDLIINPHALPSR M 4 3533.7977 3535.8109 2.0132 -2.0067 1.83 5.076 0.332 0 1 48 192 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6) rpoB rrnAC2429 608 7.6 3 2 1 R MTVGHILEMIGGK V 3 1384.7207 1385.7382 1.0174 -1.0034 10.18 3.448 0.37 0 1 22 48 2 0 1
Q5V015_HALMA 1 ABC transport protein trp3 rrnAC2314 640 7.2 2 2 1 R ENIAYGTFDATDEEIVAAAEAAEADQFVR N 3 3115.4258 3115.4221 -0.0037 0 -1.18 4.739 0.482 0 1 35 112 2 0 1
Q5V015_HALMA 1 ABC transport protein trp3 rrnAC2314 640 7.2 2 2 1 R SLDDLTADRTTFAIAHR L 3 1901.9595 1901.9482 -0.0114 0 -5.97 3.853 0.473 0 1 30 64 2 1 1
Q5V159_HALMA 1 Sugar transporter rrnAC1860 rrnAC1860 378 10.1 2 2 1 R ATTGASDATLGLLATMAWAGSALPR L 3 2402.2264 2403.2182 0.9917 -1.0034 -4.83 4.198 0.411 0 1 31 96 2 0 1
Q5V159_HALMA 1 Sugar transporter rrnAC1860 rrnAC1860 378 10.1 2 2 0.9997 R LLDAGVTFPTLLR G 2 1414.8184 1416.8777 2.0592 -2.0067 37.13 3.051 0.291 0.1 1 18 24 2 0 1
Q5V1F5_HALMA 1 Glutamine ABC transporter ATP-binding protein glnQ1 rrnAC1747 250 32.4 4 2 1 K LLLFDEPTSALDPELVGEVVEVMR D 2 2670.3826 2670.3846 0.0020 0 0.75 5.329 0.44 0 1 28 46 2 0 2 Q5V4Y1_HALMA 



Q5V1F5_HALMA 1 Glutamine ABC transporter ATP-binding protein glnQ1 rrnAC1747 250 32.4 4 2 1 K GYEHLEQVGLLDQADSYPAELSGGQK Q 3 2803.3300 2804.3182 0.9881 -1.0034 -5.42 7.296 0.579 0 1 43 100 2 0 1
Q5V1F5_HALMA 1 Glutamine ABC transporter ATP-binding protein glnQ1 rrnAC1747 250 32.4 4 2 1 K LLLFDEPTSALDPELVGEVVEVMR D 2 2670.3826 2670.3851 0.0025 0 0.93 5.304 0.444 0 1 28 46 2 0 2 Q5V4Y1_HALMA 
Q5V1F5_HALMA 1 Glutamine ABC transporter ATP-binding protein glnQ1 rrnAC1747 250 32.4 4 2 1 R SAASDIIFLDDGRIVEHGPPEQLFENPQAAR T 4 3391.6797 3393.6909 2.0112 -2.0067 1.32 5.25 0.425 0 1 56 180 2 1 1
Q5V4A0_HALMA 1 ABC transporter substrate-binding protein abcS-1 rrnAC0647 449 17.6 3 2 1 R IGADNISTVAGVNPGYSFGEDEMRVFTQAIQR L 3 3441.6623 3441.6721 0.0098 0 2.85 5.612 0.363 0 1 35 124 2 1 1
Q5V4A0_HALMA 1 ABC transporter substrate-binding protein abcS-1 rrnAC0647 449 17.6 3 2 1 R FQNYDIMEVVTMAR E 3 1715.8011 1717.8082 2.0070 -2.0067 0.20 3.429 0.28 0 2 23 52 2 0 1
Q5V4B3_HALMA 1 Hypothetical protein rrnAC0631 rrnAC0631 213 15 2 2 1 R FAFASVPWLTGAALAASLGR L 3 2005.0785 2006.0782 0.9996 -1.0034 -1.85 4.451 0.391 0 1 35 76 2 0 1
Q5V4B3_HALMA 1 Hypothetical protein rrnAC0631 rrnAC0631 213 15 2 2 1 R LLDELIQQEGVR S 2 1411.7671 1411.7689 0.0018 0 1.25 2.897 0.441 0 1 19 22 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31) pepC rrnAC0562 898 4.7 2 2 1 R GADPEEFEQVLEDVLIQPTFTAHPTEAR R 3 3138.5146 3138.5249 0.0103 0 3.28 5.842 0.558 0 1 43 108 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31) pepC rrnAC0562 898 4.7 2 2 1 R RNPYVDPLNLLQVR L 3 1695.9420 1695.9441 0.0020 0 1.20 3.622 0.208 0 1 30 52 2 0 1
Q5V612_HALMA 1 Spermidine\putrescine transporter substrate binding protein potD1 pNG7346 397 8.6 2 2 1 K GFWWFPQHDAAVAMDAK E 3 1975.9039 1975.9121 0.0082 0 4.15 3.087 0.344 0.1 2 25 64 2 0 1
Q5V612_HALMA 1 Spermidine\putrescine transporter substrate binding protein potD1 pNG7346 397 8.6 2 2 1 R MAEDFLNFLLDAETQTR W 3 2028.9513 2028.9382 -0.0132 0 -6.48 3.635 0.33 0 1 23 64 2 0 1 M[147]AEDFLNFLLDAETQTR
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16) pphA pNG7301 236 13.1 2 2 1 K SIAEHELTELLNMR S 3 1654.8348 1654.8427 0.0079 0 4.78 3.789 0.316 0 2 24 52 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16) pphA pNG7301 236 13.1 2 2 0.9999 R LDPTPDELVVFVGDLVR K 3 1883.0040 1884.0100 1.0060 -1.0034 1.41 3.193 0.272 0.2 2 26 64 2 0 1
Q5UX08_HALMA 0.9999 Hypothetical protein rrnAC3528 rrnAC3528 158 35.4 2 2 1 R VVFQSDNGDTSATLASASGPNA - 2 2107.9658 2107.9630 -0.0028 0 -1.35 5.013 0.532 0 1 23 42 2 0 1
Q5UX08_HALMA 0.9999 Hypothetical protein rrnAC3528 rrnAC3528 158 35.4 2 2 0.9970 N TAPQASFSTDYDSSGGGGSEGAVTITHDGGDSIK G 3 3271.4389 3273.4531 2.0142 -2.0067 2.30 3.338 0.342 0 1 32 132 1 0 1
Q5UX47_HALMA 0.9999 Sensor protein (EC 2.7.13.3) ark-6 rrnAC3482 579 5.9 2 2 1 R HDIRNEMNVVK G 3 1353.6823 1353.6828 0.0004 0 0.32 3.049 0.341 0.1 1 18 40 2 1 1
Q5UX47_HALMA 0.9999 Sensor protein (EC 2.7.13.3) ark-6 rrnAC3482 579 5.9 2 2 0.9970 R ADRTPGVHVAVHDNGPGITDHER E 5 2449.1847 2449.1929 0.0082 0 3.34 2.748 0.155 1.9 7 47 176 2 1 1
Q5UYC5_HALMA 0.9999 Precorrin-2 C20-methyltransferase cbiL rrnAC3000 265 17 2 2 1 K VTDAPATHEGLVEAGYDVVYGR R 2 2318.1179 2318.3454 0.2275 0 98.15 4.125 0.574 0 1 21 42 2 0 1
Q5UYC5_HALMA 0.9999 Precorrin-2 C20-methyltransferase cbiL rrnAC3000 265 17 2 2 0.9967 R DGDAAFVTLGDPNVYSTFGHLRR T 4 2507.2193 2507.2224 0.0030 0 1.21 2.899 0.049 1.1 1 38 132 2 0 1
Q5UZ75_HALMA 0.9999 Hypothetical protein rrnAC2647 rrnAC2647 234 7.7 1 2 0.9991 R VHLLRPTDSPQTPETANY - 3 2038.0119 2038.0070 -0.0049 0 -2.40 2.546 0.194 0.5 1 25 68 2 0 1
Q5UZ75_HALMA 0.9999 Hypothetical protein rrnAC2647 rrnAC2647 234 7.7 1 2 1 R VHLLRPTDSPQTPETANY - 2 2038.0119 2039.0257 1.0138 -1.0034 5.13 3.779 0.462 0 1 15 34 2 0 1
Q5UZW8_HALMA 0.9999 Hypothetical protein rrnAC2368 rrnAC2368 344 5.5 1 2 0.9998 R AHEDPDETELRPEQTEFDP - 2 2253.9662 2254.9674 1.0012 -1.0034 -0.97 3.072 0.306 0 1 19 36 2 0 1
Q5UZW8_HALMA 0.9999 Hypothetical protein rrnAC2368 rrnAC2368 344 5.5 1 2 0.9984 R AHEDPDETELRPEQTEFDP - 3 2253.9662 2253.9690 0.0027 0 1.21 2.469 0.182 0.1 1 24 72 2 0 1
Q5V0H0_HALMA 0.9999 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd3 rrnAC2139 358 12 2 2 0.9991 R NELGSVLDRGDVSDERREEVLSAFR V 4 2847.4111 2847.4121 0.0009 0 0.33 2.956 0.207 0.2 7 32 144 2 2 1
Q5V0H0_HALMA 0.9999 Inosine monophosphate dehydrogenase (EC 1.1.1.205) imd3 rrnAC2139 358 12 2 2 1 R EDIVALSPTDDDATNAER I 2 1930.8756 1930.8745 -0.0011 0 -0.59 3.26 0.488 0 1 19 34 2 0 1
Q5V508_HALMA 0.9999 Hypothetical protein rrnAC0347 rrnAC0347 149 12.1 2 2 1 R LAQAYAEQLQEK L 2 1390.7092 1391.6206 0.9114 -1.0034 -66.15 3.38 0.327 0 1 15 22 2 0 1
Q5V508_HALMA 0.9999 Hypothetical protein rrnAC0347 rrnAC0347 149 12.1 2 2 0.9954 R LAQAYAEQLQEKLESNGR W 3 2047.0334 2048.0249 0.9915 -1.0034 -5.79 2.578 0.231 0.2 1 23 68 2 1 1
Q5V5S2_HALMA 0.9999 ABC transporter ATP-binding protein rrnAC0048 rrnAC0048 313 11.8 2 2 0.9990 R LLEGLADRGVTILVTTHYMEEAQR L 4 2714.4061 2714.4167 0.0106 0 3.89 2.591 0.157 1 2 35 138 2 1 1
Q5V5S2_HALMA 0.9999 ABC transporter ATP-binding protein rrnAC0048 rrnAC0048 313 11.8 2 2 0.9997 R IGLLPQSFAPHER L 3 1463.7885 1463.7901 0.0016 0 1.09 3.077 0.164 0.2 1 24 48 2 0 1
Q5V5W4_HALMA 0.9999 Carbamoyl phosphate synthase L chain (EC 6.3.4.16) accC2 rrnAC0002 616 5.2 2 2 0.9987 K IVHDPEEAEEQLESAKR E 4 1978.9596 1978.9575 -0.0022 0 -1.09 3.531 0.208 0.2 31 32 96 2 0 1
Q5V5W4_HALMA 0.9999 Carbamoyl phosphate synthase L chain (EC 6.3.4.16) accC2 rrnAC0002 616 5.2 2 2 0.9991 R HIEVQIIADHHGNVR H 4 1736.9070 1736.9140 0.0070 0 4.02 2.953 0.126 0.7 2 35 84 2 0 1
Q5V707_HALMA 0.9999 Hypothetical protein pNG6024 pNG6024 199 15.1 2 2 0.9968 R VLDLLPDDERRVLEPVLNSPGITQIELRDR S 5 3469.8893 3469.8776 -0.0118 0 -3.39 2.64 0.132 0.5 4 53 232 2 2 1
Q5V707_HALMA 0.9999 Hypothetical protein pNG6024 pNG6024 199 15.1 2 2 1 R VLEPVLNSPGITQIELR D 2 1877.0622 1877.0735 0.0112 0 5.99 5.324 0.477 0 1 24 32 2 0 1
Q5V3Z3_HALMA 0.9998 Acyl-coA dehydrogenase (EC 1.3.99.-) acdB rrnAC0770 382 9.4 2 2 1 R GVGIAQAALDEALQYAQDR E 3 1987.9963 1988.0020 0.0057 0 2.87 4.413 0.28 0 1 34 72 2 0 1
Q5V3Z3_HALMA 0.9998 Acyl-coA dehydrogenase (EC 1.3.99.-) acdB rrnAC0770 382 9.4 2 2 0.9946 R QIQDMVAEFVDDEVKPR A 3 2017.9779 2019.9082 1.9302 -2.0067 -37.89 2.95 0.164 0.5 6 20 64 2 0 1
Q5V2H7_HALMA 0.9997 Hypothetical protein rrnAC1344 rrnAC1344 91 17.6 1 2 1 K VADIAEDLYKKVNELK T 3 1847.0040 1847.0041 0.0000 0 0.01 2.891 0.346 0 1 26 60 2 1 1
Q5V2H7_HALMA 0.9997 Hypothetical protein rrnAC1344 rrnAC1344 91 17.6 1 2 0.9879 K VADIAEDLYKKVNELK T 4 1847.0040 1847.0062 0.0021 0 1.16 2.244 0.03 1.9 1 37 90 2 1 1
Q5V3D8_HALMA 0.9997 Hypothetical protein rrnAC0998 rrnAC0998 196 18.4 2 2 0.9897 R GHDQTHEYGGQAMTVAVPSGATR A 3 2369.0818 2369.0839 0.0021 0 0.87 2.902 0.077 0.2 1 25 88 2 0 1
Q5V3D8_HALMA 0.9997 Hypothetical protein rrnAC0998 rrnAC0998 196 18.4 2 2 1 R DLLHAHSTAPFTR S 3 1464.7473 1465.7482 1.0008 -1.0034 -1.71 3.574 0.346 0 1 25 48 2 0 1
Q5V406_HALMA 0.9996 TRK potassium uptake system protein trkH3 rrnAC0755 564 3.9 2 2 0.9846 R GIIWQFSR V 2 1005.5396 1005.5396 0.0000 0 0.02 1.873 0.095 0.5 1 12 14 2 0 1
Q5V406_HALMA 0.9996 TRK potassium uptake system protein trkH3 rrnAC0755 564 3.9 2 2 1 R VGGTTTLSSLAYFR N 2 1471.7671 1471.7694 0.0023 0 1.53 3.079 0.324 0 1 20 26 2 0 1
Q5V078_HALMA 0.9995 Putative ZIP domain zinc transporter rrnAC2244 rrnAC2244 284 8.8 2 2 0.9991 R ADGLVPHAHYLLTGSR R 4 1705.8900 1705.8894 -0.0007 0 -0.39 2.671 0.202 0.4 13 25 90 2 0 1
Q5V078_HALMA 0.9995 Putative ZIP domain zinc transporter rrnAC2244 rrnAC2244 284 8.8 2 2 0.9904 R LYAVFSGIR S 2 1024.5705 1024.5689 -0.0016 0 -1.54 1.668 0.215 1.1 3 12 16 2 0 1
Q5V3T1_HALMA 0.9995 Chaperone protein DnaJ dnaJ rrnAC0839 317 6.3 1 2 0.9800 R LKETHPDVSDAADAGEATQR L 2 2109.9927 2109.9854 -0.0073 0 -3.45 1.971 0.292 0 6 10 38 2 1 1
Q5V3T1_HALMA 0.9995 Chaperone protein DnaJ dnaJ rrnAC0839 317 6.3 1 2 1 R LKETHPDVSDAADAGEATQR L 3 2109.9927 2109.9961 0.0033 0 1.58 4.63 0.341 0 1 34 76 2 1 1
Q5V5C7_HALMA 0.9995 Hypothetical protein rrnAC0216 rrnAC0216 73 50.7 2 2 0.9845 R VDGTLTITTR D 2 1075.5873 1075.5902 0.0029 0 2.66 2.131 0.175 0.1 66 11 18 2 0 1
Q5V5C7_HALMA 0.9995 Hypothetical protein rrnAC0216 rrnAC0216 73 50.7 2 2 0.9998 R NAEITYDFDDMEVDVPSKAGEDAEHAR W 4 3023.3091 3024.3309 1.0218 -1.0034 6.09 3.697 0.276 0 3 36 156 2 1 1
Q5V5U0_HALMA 0.9995 Sugar ABC transporter permease protein rrnAC0029 rrnAC0029 354 5.1 2 2 1 K AFDFIYALR G 2 1114.5811 1114.5871 0.0060 0 5.39 2.891 0.359 0 1 15 16 2 0 1
Q5V5U0_HALMA 0.9995 Sugar ABC transporter permease protein rrnAC0029 rrnAC0029 354 5.1 2 2 0.9798 R NGVLNQFFR V 2 1093.5669 1094.5478 0.9809 -1.0034 -20.53 2.275 0.126 0.9 2 13 16 2 0 1
Q5UWR3_HALMA 0.9994 Hypothetical protein rrnB0084 rrnB0084 116 14.7 1 2 0.9942 R NLLIAHQELDPDGHHYK T 2 1998.9912 1999.8054 0.8142 -1.0034 -94.61 2.245 0.357 0 83 12 32 2 0 1
Q5UWR3_HALMA 0.9994 Hypothetical protein rrnB0084 rrnB0084 116 14.7 1 2 0.9974 R NLLIAHQELDPDGHHYK T 3 1998.9912 1998.9915 0.0003 0 0.13 2.746 0.178 0.2 13 22 64 2 0 1
Q5UZM6_HALMA 0.9994 Proline dehydrogenase yusM rrnAC2471 278 9 2 2 0.9774 K GILNLLGEHYDER Q 3 1527.7681 1527.7708 0.0027 0 1.77 2.289 0.064 0.5 1 24 48 2 0 1
Q5UZM6_HALMA 0.9994 Proline dehydrogenase yusM rrnAC2471 278 9 2 2 0.9999 K GAYSEPEEVSYK K 2 1357.6038 1357.6021 -0.0017 0 -1.24 2.518 0.308 0.3 1 14 22 2 0 1
RL21_HALMAReview 0.9994 50S ribosomal protein L21e (Hl31) rpl21e rrnAC0260 96 10.4 2 2 0.9832 I IVTAAHLR R 2 879.5290 879.5254 -0.0036 0 -4.07 2.137 0.276 0 1 13 14 1 0 1
RL21_HALMAReview 0.9994 50S ribosomal protein L21e (Hl31) rpl21e rrnAC0260 96 10.4 2 2 0.9997 K TIIVTAAHLR R 2 1093.6608 1093.6604 -0.0005 0 -0.41 2.433 0.218 0.2 1 13 18 2 0 1
Q5V618_HALMA 0.9993 Putative extracellular solute binding protein pNG7340 pNG7340 452 5.1 2 2 0.9696 R MVQAIQEALADR K 2 1359.6867 1361.3454 1.6587 -2.0067 -255.92 2.395 0.109 0.6 1 15 22 2 0 1 M[147]VQAIQEALADR
Q5V618_HALMA 0.9993 Putative extracellular solute binding protein pNG7340 pNG7340 452 5.1 2 2 1 K LGNFSEFNDRMVQAIQEALADRK S 4 2651.3126 2651.3129 0.0003 0 0.12 3.56 0.314 0.1 4 35 132 2 1 1
Q5V3X6_HALMA 0.9987 Sensor protein (EC 2.7.13.3) rrnAC0789 rrnAC0789 576 6.6 2 2 0.9410 K RKGEDIVTLSER A 3 1401.7576 1401.7577 0.0001 0 0.08 2.56 0.064 2.6 2 23 44 2 1 1
Q5V3X6_HALMA 0.9987 Sensor protein (EC 2.7.13.3) rrnAC0789 rrnAC0789 576 6.6 2 2 1 K AIIGTPGAAWIGRPLEDVLPGLIELR D 3 2726.5483 2727.5482 0.9998 -1.0034 -1.28 3.999 0.384 0 1 34 100 2 0 1
Q5UYN5_HALMA 0.9986 Spermidine\putrescine ABC transporter spermidine\putrescine bindingprotein potD2 rrnAC2868 357 14.3 2 2 0.9405 R TDLIDRLELTSGLWNNGGESEQLLR S 3 2828.4304 2829.4582 1.0277 -1.0034 8.63 3.234 0.127 0.6 6 23 96 2 1 1
Q5UYN5_HALMA 0.9986 Spermidine\putrescine ABC transporter spermidine\putrescine bindingprotein potD2 rrnAC2868 357 14.3 2 2 0.9999 R SEEVGVQPVWNYVIQSMQSDGIPVER V 3 2945.4229 2945.4162 -0.0067 0 -2.28 3.063 0.258 0.2 1 27 100 2 0 1
Q5UYS9_HALMA 0.9985 Cell division protein FtsH (EC 3.4.24.-) ftsH rrnAC2818 492 10.2 3 2 0.9254 R ALAHDLDLPFVEVK L 3 1565.8453 1566.8482 1.0028 -1.0034 -0.32 2.635 0.087 1.2 23 22 52 2 0 1
Q5UYS9_HALMA 0.9985 Cell division protein FtsH (EC 3.4.24.-) ftsH rrnAC2818 492 10.2 3 2 1 R RFDEIVNFPKPDSGMR A 3 1906.9359 1906.9409 0.0050 0 2.60 4.111 0.211 0 1 30 60 2 0 1
Q5V033_HALMA 0.9985 Hypothetical protein rrnAC2295 rrnAC2295 597 4.7 2 2 1 R LIEEPFANIGEIFK I 2 1618.8606 1618.8658 0.0052 0 3.21 4.447 0.509 0 1 21 26 2 0 1
Q5V033_HALMA 0.9985 Hypothetical protein rrnAC2295 rrnAC2295 597 4.7 2 2 0.9267 R ELELTNEKIDFLYR S 3 1781.9199 1781.9267 0.0068 0 3.81 2.574 0.132 2 90 19 52 2 1 1
COBB_HALMAReview 0.9984 Probable cobyrinic acid A,C-diamide synthase cobB rrnAC1102 439 7.3 2 2 1 R HADGIRDALPEDLTYFGR I 3 2044.9966 2045.0108 0.0142 0 6.94 3.663 0.316 0 1 27 68 2 1 1
COBB_HALMAReview 0.9984 Probable cobyrinic acid A,C-diamide synthase cobB rrnAC1102 439 7.3 2 2 0.9229 R HLGLHMGSEAGLDR D 3 1491.7252 1492.4182 0.6929 -1.0034 -208.08 1.933 0.119 0.9 2 23 52 2 0 1
Q5UX02_HALMA 0.9983 Hypothetical protein rrnAC3534 rrnAC3534 181 12.2 2 2 1 K NGVTAVLAAYR G 2 1133.6193 1133.6254 0.0061 0 5.40 3.38 0.491 0 1 19 20 2 0 1
Q5UX02_HALMA 0.9983 Hypothetical protein rrnAC3534 rrnAC3534 181 12.2 2 2 0.9155 A ALTVLRQEVFA - 2 1245.7081 1245.7054 -0.0027 0 -2.15 2.103 0.352 0.1 1 12 20 1 1 1
Q5UY20_HALMA 0.9983 Signal recognition 54 kDa protein srp54 rrnAC3124 469 3.6 2 2 1 R LSEEDIEDIVKEIQR S 3 1814.9261 1815.9382 1.0120 -1.0034 4.79 3.998 0.314 0 5 23 56 2 1 1
Q5UY20_HALMA 0.9983 Signal recognition 54 kDa protein srp54 rrnAC3124 469 3.6 2 2 0.9144 K SRLSEEDIEDIVKEIQR S 3 2058.0593 2057.7382 -0.3212 0 -156.05 2.664 0.065 1.4 3 22 64 2 2 1
Q5V1V8_HALMA 0.9982 Hypothetical protein rrnAC1576 rrnAC1576 310 6.1 2 2 0.9988 - MKDIYFDVDWTK N 3 1559.7330 1559.7374 0.0044 0 2.80 2.756 0.194 0.2 1 22 44 2 1 1
Q5V1V8_HALMA 0.9982 Hypothetical protein rrnAC1576 rrnAC1576 310 6.1 2 2 0.9665 R FLDWLAK T 2 891.4854 891.4854 0.0000 0 0.03 1.915 0.08 1.9 8 12 12 2 0 1
Q5UZW2_HALMA 0.9978 Hypothetical protein rrnAC2375 rrnAC2375 236 17.4 2 2 0.9997 R SVGDAVTVQTSNHGRPVVYAEAMVADAGGR T 3 3029.4676 3031.4610 1.9933 -2.0067 -4.41 2.999 0.259 0.5 1 29 116 2 0 1 SVGDAVTVQTSNHGRPVVYAEAM[147]VADAGGR
Q5UZW2_HALMA 0.9978 Hypothetical protein rrnAC2375 rrnAC2375 236 17.4 2 2 0.9139 R FQIRPEYEESR D 3 1452.6997 1452.7123 0.0126 0 8.68 2.03 0.058 7.8 13 19 40 2 0 1
Q5V6R2_HALMA 0.9977 Quinoprotein glucose dehydrogenase (EC 1.1.5.2) qgd pNG7073 402 12.4 2 2 0.9819 R LNVTDAQFEEFEHLHVAEPFVDSDGHFGSR V 5 3428.5698 3429.5636 0.9938 -1.0034 -2.79 3.206 0.244 0.5 55 45 232 2 0 1
Q5V6R2_HALMA 0.9977 Quinoprotein glucose dehydrogenase (EC 1.1.5.2) qgd pNG7073 402 12.4 2 2 0.9960 K NFGPDHVAQDRTNELGTTLR L 3 2240.0934 2240.0973 0.0038 0 1.71 2.441 0.239 0.2 5 21 76 2 1 1
Q5V240_HALMA 0.9971 Diphosphomevalonate decarboxylase (EC 4.1.1.33) dmd rrnAC1489 324 10.5 2 2 1 K ETEEAHKEAAESHMFESR M 3 2116.9120 2116.9140 0.0019 0 0.92 3.439 0.373 0 1 28 68 2 1 1
Q5V0S1_HALMA 0.9964 NADH dehydrogenase I chain C D nuoC rrnAC2023 545 9.9 5 2 0.9570 R ELVQDILEDLTGQR L 2 1627.8417 1626.8618 -0.9799 1 12.33 4.63 0.314 0 1 20 26 2 0 1
Q5V0S1_HALMA 0.9964 NADH dehydrogenase I chain C D nuoC rrnAC2023 545 9.9 5 2 0.9975 R ELVQDILEDLTGQR L 2 1627.8417 1626.8602 -0.9815 1 11.35 4.041 0.213 0 1 19 26 2 0 1
Q5UX26_HALMA 0.9959 Universal stress protein usp7 rrnAC3508 296 17.9 2 2 1 R FGGVEGSAEIHDALEETGQEALETVHER A 3 3009.3952 3008.4614 -0.9338 1 22.01 6.058 0.589 0 1 38 108 2 0 1
Q5V2B6_HALMA 0.9956 Cytochrome oxidase subunit I-like cyo rrnAC1407 333 6 2 2 0.9997 R NLGIALAFGLQK A 2 1243.7288 1243.6654 -0.0634 0 -50.96 2.127 0.303 0.1 1 14 22 2 0 1
Q5UYP6_HALMA 0.9948 Sec-independent protein translocase protein TatC tatC1 rrnAC2857 745 3.4 2 2 1 M ASAIDEDTVQTVQSGR A 2 1675.8013 1675.8034 0.0021 0 1.26 4.377 0.472 0 1 21 30 1 0 1
Q5UYP6_HALMA 0.9948 Sec-independent protein translocase protein TatC tatC1 rrnAC2857 745 3.4 2 2 1 M ASAIDEDTVQTVQSGR A 2 1675.8013 1675.8023 0.0010 0 0.61 4.47 0.468 0 1 21 30 1 0 1
Q5V3S5_HALMA 0.9948 14-dihydroxy-2-naphthoate octaprenyltransferase menA rrnAC0845 319 11 2 2 1 K TVLTQTGGDALNPTLER V 2 1784.9268 1784.9270 0.0002 0 0.09 4.429 0.512 0 1 25 32 2 0 1
Q5V3S5_HALMA 0.9948 14-dihydroxy-2-naphthoate octaprenyltransferase menA rrnAC0845 319 11 2 2 1 K TVLTQTGGDALNPTLER V 2 1784.9268 1784.9256 -0.0012 0 -0.67 4.075 0.485 0 1 20 32 2 0 1
Q5V4I2_HALMA 0.9948 Glycerol-3-phosphate dehydrogenase (EC 1.1.99.5) gpdA rrnAC0554 576 7.6 2 2 0.9993 R GLDVTLVEQGNLTHGTTGR M 3 1967.0072 1968.9082 1.9009 -2.0067 -53.76 2.804 0.232 0.1 1 32 72 2 0 1
Q5V669_HALMA 0.9948 Hypothetical protein pNG7286 pNG7286 584 6.3 2 2 1 M PEEKPTEQSDVAEETESETAEVYASR K 3 2910.2890 2911.3002 1.0112 -1.0034 2.69 5.588 0.524 0 1 34 100 2 0 1
Q5V669_HALMA 0.9948 Hypothetical protein pNG7286 pNG7286 584 6.3 2 2 1 M PEEKPTEQSDVAEETESETAEVYASR K 3 2910.2890 2911.2892 1.0002 -1.0034 -1.09 7.918 0.566 0 1 45 100 2 0 1
Q5V652_HALMA 0.9930 Hypothetical protein pNG7304 pNG7304 166 13.9 2 2 0.9973 R LQSALAPLWK R 2 1125.6546 1125.6654 0.0108 0 9.62 1.761 0.241 0.1 1 13 18 2 0 1
Q5V4N6_HALMA 0.9912 Hypothetical protein rrnAC0492 rrnAC0492 56 25 1 2 0.9946 L LAVAAPLALYALVR S 3 1439.8864 1440.8782 0.9917 -1.0034 -8.06 3.507 0.281 0 2 27 52 1 0 1
Q5V4N6_HALMA 0.9912 Hypothetical protein rrnAC0492 rrnAC0492 56 25 1 2 0.9334 L LAVAAPLALYALVR S 2 1439.8864 1439.8854 -0.0010 0 -0.68 2.531 0.191 0 1 16 26 1 0 1
Q5UXU1_HALMA 0.9827 Hypothetical protein rrnAC3208 rrnAC3208 380 4.2 2 2 0.9933 R LDRTWTDLDLQRPGLR D 4 1954.0384 1956.0509 2.0125 -2.0067 2.95 3.624 0.2 0.1 25 27 90 2 1 1
Q5UWD8_HALMA 0.9791 Acetyl-coA acetyltransferase (EC 2.3.1.9) aca1 rrnB0240 381 6 1 2 1 K DGALAGTHPEDLVSTVLTALVDR T 3 2349.2176 2349.2327 0.0151 0 6.41 3.604 0.297 0 2 25 88 2 0 1
Q5UWD8_HALMA 0.9791 Acetyl-coA acetyltransferase (EC 2.3.1.9) aca1 rrnB0240 381 6 1 2 0.9998 K DGALAGTHPEDLVSTVLTALVDR T 3 2349.2176 2349.2149 -0.0027 0 -1.15 3.249 0.204 0.2 1 27 88 2 0 1
Q5UWJ5_HALMA 0.9791 Putative acyltransferase rrnB0171 rrnB0171 278 3.6 1 2 1 R YPFSLALVER F 2 1193.6444 1193.6451 0.0007 0 0.58 3.216 0.426 0 1 17 18 2 0 1
Q5UWJ5_HALMA 0.9791 Putative acyltransferase rrnB0171 rrnB0171 278 3.6 1 2 1 R YPFSLALVER F 2 1193.6444 1193.6449 0.0004 0 0.37 3.129 0.223 0.1 1 16 18 2 0 1
Q5UWQ3_HALMA 0.9791 Halocyanin-like hcp7 rrnB0097 173 8.7 1 2 1 K SQEGATYTQTFDEAK T 2 1674.7373 1675.7103 0.9730 -1.0034 -18.14 4.083 0.436 0 1 20 28 2 0 1
Q5UWQ3_HALMA 0.9791 Halocyanin-like hcp7 rrnB0097 173 8.7 1 2 1 K SQEGATYTQTFDEAK T 2 1674.7373 1675.7132 0.9759 -1.0034 -16.39 4.291 0.449 0 1 20 28 2 0 1
Q5UWV5_HALMA 0.9791 Sodium dependent transporter nadC2 rrnB0036 538 1.5 1 2 0.9988 R IALYTMAR M 2 937.5055 937.5060 0.0005 0 0.52 1.897 0.234 0 1 13 14 2 0 1
Q5UWV5_HALMA 0.9791 Sodium dependent transporter nadC2 rrnB0036 538 1.5 1 2 1 R IALYTMAR M 2 937.5055 937.5069 0.0013 0 1.44 2.245 0.35 0 1 13 14 2 0 1
Q5UX31_HALMA 0.9791 Hypothetical protein rrnAC3503 rrnAC3503 51 47.1 1 2 1 K YVSEVLEGEGHEQEGNTNSGGPAA - 2 2430.0571 2431.0545 0.9974 -1.0034 -2.44 4.843 0.525 0 1 23 46 2 0 1
Q5UX31_HALMA 0.9791 Hypothetical protein rrnAC3503 rrnAC3503 51 47.1 1 2 1 K YVSEVLEGEGHEQEGNTNSGGPAA - 2 2430.0571 2430.0658 0.0086 0 3.56 4.463 0.486 0 1 21 46 2 0 1
Q5UX79_HALMA 0.9791 Hypothetical protein rrnAC3446 rrnAC3446 521 5.8 2 2 1 R IAVDEVSDAIFEGFK M 2 1638.8141 1638.8189 0.0048 0 2.94 3.262 0.408 0 1 22 28 2 0 1
Q5UX79_HALMA 0.9791 Hypothetical protein rrnAC3446 rrnAC3446 521 5.8 2 2 1 R IAVDEVSDAIFEGFK M 2 1638.8141 1638.8222 0.0081 0 4.95 3.884 0.457 0 1 19 28 2 0 1
Q5UXE3_HALMA 0.9791 Iron(III) dicitrate transport system permease protein FecD hemU rrnAC3374 356 6.2 1 2 1 R ILLPTAALAGASFLVATDTLAR S 3 2184.2518 2184.2537 0.0019 0 0.88 3.878 0.321 0 1 28 84 2 0 1
Q5UXE3_HALMA 0.9791 Iron(III) dicitrate transport system permease protein FecD hemU rrnAC3374 356 6.2 1 2 1 R ILLPTAALAGASFLVATDTLAR S 3 2184.2518 2184.2545 0.0027 0 1.21 3.54 0.371 0 1 33 84 2 0 1



Q5UXK8_HALMA 0.9791 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8) ppiB1 rrnAC3303 209 6.2 1 2 1 K RIDPLYTDIDIHR I 3 1625.8525 1625.8544 0.0019 0 1.15 5.537 0.444 0 1 29 48 2 0 1
Q5UXK8_HALMA 0.9791 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8) ppiB1 rrnAC3303 209 6.2 1 2 1 K RIDPLYTDIDIHR I 3 1625.8525 1625.8549 0.0024 0 1.49 4.975 0.453 0 1 31 48 2 0 1
Q5UY11_HALMA 0.9791 Hypothetical protein rrnAC3134 rrnAC3134 192 6.8 1 2 1 R LGSALHQGLINPR F 3 1374.7732 1374.7739 0.0007 0 0.53 3.258 0.358 0 3 21 48 2 0 1
Q5UY11_HALMA 0.9791 Hypothetical protein rrnAC3134 rrnAC3134 192 6.8 1 2 0.9019 R LGSALHQGLINPR F 3 1374.7732 1374.7770 0.0037 0 2.72 2.208 0.097 1.6 359 15 48 2 0 1
Q5UYW2_HALMA 0.9791 DNA damage-inducible protein dip2 rrnAC2783 431 3.9 1 2 1 R VVALGVPFAVLNLIGSR A 3 1724.0349 1724.0366 0.0017 0 1.00 3.829 0.417 0 1 33 64 2 0 1
Q5UYW2_HALMA 0.9791 DNA damage-inducible protein dip2 rrnAC2783 431 3.9 1 2 1 R VVALGVPFAVLNLIGSR A 3 1724.0349 1724.0365 0.0015 0 0.89 4.081 0.482 0 1 33 64 2 0 1
Q5UYY3_HALMA 0.9791 Hypothetical protein rrnAC2757 rrnAC2757 729 8.1 2 2 1 R VGDAQADERGEAPAGDTTDSEPSQAVETEPTR I 3 3285.4505 3286.4782 1.0276 -1.0034 7.40 3.477 0.354 0 1 28 124 2 1 1
Q5UYY3_HALMA 0.9791 Hypothetical protein rrnAC2757 rrnAC2757 729 8.1 2 2 1 R VGDAQADERGEAPAGDTTDSEPSQAVETEPTR I 3 3285.4505 3287.4682 2.0176 -2.0067 3.33 4.623 0.438 0 1 34 124 2 1 1
Q5UZ20_HALMA 0.9791 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49) cysD rrnAC2716 432 6.9 1 2 1 K TLIIHPASTTHQQLTDEEKAAAGVTDDMVR L 4 3247.6143 3247.6276 0.0133 0 4.10 4.082 0.333 0 1 49 174 2 1 1
Q5UZ20_HALMA 0.9791 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49) cysD rrnAC2716 432 6.9 1 2 0.9999 K TLIIHPASTTHQQLTDEEKAAAGVTDDMVR L 4 3247.6143 3249.6306 2.0162 -2.0067 2.94 4.095 0.28 0.1 1 40 174 2 1 1
Q5UZ59_HALMA 0.9791 Hypothetical protein rrnAC2666 rrnAC2666 185 9.7 1 2 1 R GTFTQDQTASDGTPDDLR I 2 1923.8446 1923.8496 0.0050 0 2.58 5.068 0.493 0 1 22 34 2 0 1
Q5UZ59_HALMA 0.9791 Hypothetical protein rrnAC2666 rrnAC2666 185 9.7 1 2 1 R GTFTQDQTASDGTPDDLR I 2 1923.8446 1924.8469 1.0023 -1.0034 -0.56 4.383 0.424 0 1 24 34 2 0 1
Q5UZC6_HALMA 0.9791 Phosphate transporter family protein rrnAC2586 rrnAC2586 354 3.4 1 2 1 K ALAQDYSSLGPR R 2 1276.6411 1276.6454 0.0043 0 3.39 3.258 0.521 0 1 19 22 2 0 1
Q5UZC6_HALMA 0.9791 Phosphate transporter family protein rrnAC2586 rrnAC2586 354 3.4 1 2 1 K ALAQDYSSLGPR R 2 1276.6411 1276.6454 0.0043 0 3.39 3.228 0.484 0 1 19 22 2 0 1
Q5UZS9_HALMA 0.9791 Hypothetical protein rrnAC2411 rrnAC2411 137 12.4 1 2 0.9994 R GEAYNEWIDDLYDRFLP - 2 2114.9585 2114.9576 -0.0009 0 -0.43 2.804 0.308 0 1 20 32 2 1 1
Q5UZS9_HALMA 0.9791 Hypothetical protein rrnAC2411 rrnAC2411 137 12.4 1 2 1 R GEAYNEWIDDLYDRFLP - 2 2114.9585 2114.9542 -0.0043 0 -2.05 3.107 0.421 0 1 17 32 2 1 1
Q5V028_HALMA 0.9791 Archaeal histone A1 hpyA rrnAC2301 145 15.9 1 2 1 R VALASLLETYADETAAAAAALAR H 3 2261.1903 2261.2016 0.0113 0 5.00 4.933 0.426 0 1 36 88 2 0 1
Q5V028_HALMA 0.9791 Archaeal histone A1 hpyA rrnAC2301 145 15.9 1 2 1 R VALASLLETYADETAAAAAALAR H 3 2261.1903 2261.1989 0.0086 0 3.78 5.188 0.465 0 1 36 88 2 0 1
Q5V0G7_HALMA 0.9791 Hypothetical protein rrnAC2142 rrnAC2142 99 16.2 1 2 1 M PSSISNTVFSEPSGPR I 2 1660.8056 1660.8054 -0.0002 0 -0.11 4.156 0.442 0 1 16 30 2 0 1
Q5V0G7_HALMA 0.9791 Hypothetical protein rrnAC2142 rrnAC2142 99 16.2 1 2 0.9992 M PSSISNTVFSEPSGPR I 2 1660.8056 1660.8054 -0.0002 0 -0.11 3.041 0.377 0 1 15 30 2 0 1
Q5V0G9_HALMA 0.9791 Oxidoreductase short-chain dehydrogenase\reductase family sdr2 rrnAC2140 313 3.8 1 2 1 K LANLLFAYELQR R 2 1449.7980 1450.7292 0.9312 -1.0034 -49.77 2.957 0.409 0 1 16 22 2 0 1
Q5V0G9_HALMA 0.9791 Oxidoreductase short-chain dehydrogenase\reductase family sdr2 rrnAC2140 313 3.8 1 2 0.9996 K LANLLFAYELQR R 2 1449.7980 1450.7279 0.9299 -1.0034 -50.69 2.816 0.273 0 1 16 22 2 0 1
Q5V0L5_HALMA 0.9791 Hypothetical protein rrnAC2085 rrnAC2085 173 15 1 2 1 R ISDKQDVIDIKDAVYDGDVVVADITR H 4 2861.4658 2861.4736 0.0078 0 2.71 3.792 0.317 0.2 2 40 150 2 2 1
Q5V0L5_HALMA 0.9791 Hypothetical protein rrnAC2085 rrnAC2085 173 15 1 2 1 R ISDKQDVIDIKDAVYDGDVVVADITR H 4 2861.4658 2861.4746 0.0087 0 3.05 3.821 0.31 0.1 1 42 150 2 2 1
Q5V0L7_HALMA 0.9791 ABC transporter permease protein yadH rrnAC2083 255 6.3 1 2 1 R NVSLLNPMVYMVNGVR Y 2 1804.9328 1806.8054 1.8726 -2.0067 -74.28 4.122 0.422 0 1 20 30 2 0 1
Q5V1V1_HALMA 0.9791 LPS glycosyltransferase icsA rrnAC1583 380 2.9 1 2 1 K HGHTWAEFANR V 3 1324.6061 1324.5982 -0.0080 0 -6.00 2.998 0.254 0.2 1 22 40 2 0 1
Q5V1V1_HALMA 0.9791 LPS glycosyltransferase icsA rrnAC1583 380 2.9 1 2 0.9979 K HGHTWAEFANR V 3 1324.6061 1325.2882 0.6820 -1.0034 -242.56 2.612 0.211 0.1 9 18 40 2 0 1
Q5V254_HALMA 0.9791 Hypothetical protein rrnAC1473 rrnAC1473 115 19.1 1 2 1 K VEGFVLFTEDVPSSVSAGDVIR A 2 2322.1743 2322.1832 0.0089 0 3.82 5.261 0.515 0 1 24 42 2 0 1
Q5V254_HALMA 0.9791 Hypothetical protein rrnAC1473 rrnAC1473 115 19.1 1 2 1 K VEGFVLFTEDVPSSVSAGDVIR A 2 2322.1743 2322.1805 0.0062 0 2.67 5.843 0.528 0 1 26 42 2 0 1
Q5V2B9_HALMA 0.9791 Universal stress protein usp28 rrnAC1404 137 19 1 2 1 R GQAAFVAELPSAETEIEAVITHALTK E 3 2695.4068 2695.4097 0.0029 0 1.06 4.556 0.429 0 1 32 100 2 0 1
Q5V2B9_HALMA 0.9791 Universal stress protein usp28 rrnAC1404 137 19 1 2 1 R GQAAFVAELPSAETEIEAVITHALTK E 3 2695.4068 2695.4161 0.0093 0 3.44 3.999 0.485 0 1 28 100 2 0 1
Q5V2E9_HALMA 0.9791 Hypothetical protein rrnAC1374 rrnAC1374 40 40 1 2 1 R NQVTALEEQISELVDQ - 3 1814.8898 1815.8782 0.9883 -1.0034 -8.27 3.775 0.351 0 1 30 60 2 0 1
Q5V2E9_HALMA 0.9791 Hypothetical protein rrnAC1374 rrnAC1374 40 40 1 2 1 R NQVTALEEQISELVDQ - 3 1814.8898 1814.8936 0.0038 0 2.07 3.562 0.266 0.1 2 25 60 2 0 1

Q5V2P3_HALMA 0.9791 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1) korB rrnAC1268 312 6.1 1 2 1 K SPIRPLSQQLNAGATYIAR T 3 2055.1225 2055.1301 0.0076 0 3.71 4.067 0.364 0 1 34 72 2 0 1

Q5V2P3_HALMA 0.9791 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1) korB rrnAC1268 312 6.1 1 2 0.9999 K SPIRPLSQQLNAGATYIAR T 3 2055.1225 2055.1292 0.0067 0 3.26 4.143 0.164 0 1 32 72 2 0 1

Q5V2S7_HALMA 0.9791 Threonine dehydratase (EC 4.3.1.19) ilvA1 rrnAC1231 342 5.3 1 2 1 R VPFALPTEILQAGLADFR L 2 1957.0673 1958.0654 0.9981 -1.0034 -2.67 4.94 0.634 0 1 28 34 2 0 1
Q5V2S7_HALMA 0.9791 Threonine dehydratase (EC 4.3.1.19) ilvA1 rrnAC1231 342 5.3 1 2 1 R VPFALPTEILQAGLADFR L 2 1957.0673 1958.9654 1.8981 -2.0067 -55.48 4.74 0.412 0 1 26 34 2 0 1
Q5V2Z6_HALMA 0.9791 Hypothetical protein rrnAC1155 rrnAC1155 182 13.2 1 2 1 R SGETVADTASTGQLPVGDTDDVTK S 2 2363.0976 2363.1009 0.0033 0 1.40 4.081 0.489 0 1 23 46 2 0 1
Q5V2Z6_HALMA 0.9791 Hypothetical protein rrnAC1155 rrnAC1155 182 13.2 1 2 1 R SGETVADTASTGQLPVGDTDDVTK S 2 2363.0976 2364.1065 1.0089 -1.0034 2.36 5.877 0.56 0 1 25 46 2 0 1
Q5V3B1_HALMA 0.9791 Hypothetical protein rrnAC1026 rrnAC1026 364 4.7 1 2 1 R VIAVSDPSLFVNAMLER G 3 1859.9815 1860.9792 0.9977 -1.0034 -3.05 5.789 0.467 0 1 33 64 2 0 1
Q5V3B1_HALMA 0.9791 Hypothetical protein rrnAC1026 rrnAC1026 364 4.7 1 2 1 R VIAVSDPSLFVNAMLER G 3 1859.9815 1859.9857 0.0042 0 2.23 5.455 0.493 0 1 37 64 2 0 1
Q5V4K5_HALMA 0.9791 Hypothetical protein rrnAC0527 rrnAC0527 150 11.3 1 2 1 R ASATLLFLTGGHLAATR Y 3 1698.9417 1698.9419 0.0001 0 0.08 3.958 0.537 0 1 32 64 2 0 1
Q5V4K5_HALMA 0.9791 Hypothetical protein rrnAC0527 rrnAC0527 150 11.3 1 2 1 R ASATLLFLTGGHLAATR Y 3 1698.9417 1698.9444 0.0027 0 1.59 4.438 0.541 0 1 36 64 2 0 1
Q5V4P6_HALMA 0.9791 Hypothetical protein rrnAC0481 rrnAC0481 297 4.4 1 2 1 R VAPVSLLDIIDGK A 2 1338.7758 1338.7854 0.0096 0 7.19 2.438 0.453 0 1 16 24 2 0 1
Q5V4P6_HALMA 0.9791 Hypothetical protein rrnAC0481 rrnAC0481 297 4.4 1 2 1 R VAPVSLLDIIDGK A 2 1338.7758 1338.7787 0.0028 0 2.12 2.692 0.42 0 1 17 24 2 0 1
Q5V569_HALMA 0.9791 Hypothetical protein rrnAC0277 rrnAC0277 206 9.2 1 2 1 R DAMLPWEILLLAASPVVGR L 3 2050.1285 2050.1354 0.0069 0 3.35 4.812 0.373 0 1 33 72 2 0 1
Q5V569_HALMA 0.9791 Hypothetical protein rrnAC0277 rrnAC0277 206 9.2 1 2 1 R DAMLPWEILLLAASPVVGR L 3 2050.1285 2050.1330 0.0045 0 2.19 5.142 0.412 0 1 37 72 2 0 1
Q5V6S8_HALMA 0.9791 Hypothetical protein pNG7056 pNG7056 336 3.6 1 2 1 R GVVAEYQGTVYR F 2 1340.6724 1340.6654 -0.0070 0 -5.20 3.096 0.472 0 1 18 22 2 0 1
Q5V0M1_HALMA 0.9770 Hypothetical protein rrnAC2079 rrnAC2079 221 5.9 1 2 0.9999 K AEKFEKFDENVHR L 4 1647.8005 1647.8029 0.0024 0 1.46 3.339 0.201 0.1 1 34 72 2 2 1
Q5V0M1_HALMA 0.9770 Hypothetical protein rrnAC2079 rrnAC2079 221 5.9 1 2 0.9997 K AEKFEKFDENVHR L 4 1647.8005 1647.8038 0.0033 0 1.98 3.168 0.165 0.1 1 37 72 2 2 1
Q5V279_HALMA 0.9770 NAD(P)H-quinone oxidoreductase chain 3 (EC 1.6.5.-) nolB rrnAC1447 177 4.5 1 2 0.9999 R NGAVQWVR S 2 928.4879 928.4854 -0.0025 0 -2.67 2.501 0.254 0 3 12 14 2 0 1
Q5V279_HALMA 0.9770 NAD(P)H-quinone oxidoreductase chain 3 (EC 1.6.5.-) nolB rrnAC1447 177 4.5 1 2 0.9897 R NGAVQWVR S 2 928.4879 928.4854 -0.0025 0 -2.67 2.122 0.061 0.3 1 12 14 2 0 1
Q5V5F9_HALMA 0.9770 LPS biosynthesis protein rfbU rrnAC0179 352 5.1 1 2 0.9999 R LDGSANVESLLLGLAELR Q 3 1869.0207 1869.0210 0.0003 0 0.16 3.481 0.233 0.1 2 29 68 2 0 1
Q5V5S1_HALMA 0.9770 ABC transporter ATP-binding domain rrnAC0049 rrnAC0049 246 3.3 1 2 0.9999 R AASLAFLR R 2 847.4916 847.4933 0.0017 0 2.00 2.398 0.289 0 1 13 14 2 0 1
Q5V5S1_HALMA 0.9770 ABC transporter ATP-binding domain rrnAC0049 rrnAC0049 246 3.3 1 2 0.9999 R AASLAFLR R 2 847.4916 847.4924 0.0008 0 0.92 2.193 0.323 0.1 1 13 14 2 0 1
Q5V687_HALMA 0.9770 Putative long-chain-fatty-acid-CoA ligase fadD2 pNG7265 617 1.6 1 2 0.9999 R LDDHLLYFFR G 3 1337.6768 1337.6782 0.0013 0 1.01 2.272 0.26 0.2 1 16 36 2 0 1
Q5V687_HALMA 0.9770 Putative long-chain-fatty-acid-CoA ligase fadD2 pNG7265 617 1.6 1 2 0.9933 R LDDHLLYFFR G 3 1337.6768 1337.6782 0.0013 0 1.01 2.383 0.118 0.4 4 17 36 2 0 1
RS19E_HALMAReview 0.9770 30S ribosomal protein S19e (HS12) (E1.3) rps19e rrnAC3179 153 13.7 1 2 0.9999 R SLLDDTAGDLLTELDRPELER Y 3 2370.1914 2370.1994 0.0079 0 3.35 3.11 0.268 0.1 2 29 80 2 0 1
RS19E_HALMAReview 0.9770 30S ribosomal protein S19e (HS12) (E1.3) rps19e rrnAC3179 153 13.7 1 2 0.9999 R SLLDDTAGDLLTELDRPELER Y 3 2370.1914 2370.1961 0.0046 0 1.96 2.97 0.26 0.3 1 24 80 2 0 1
Q5UWZ6_HALMA 0.9750 Hypothetical protein rrnAC3541 rrnAC3541 409 4.2 1 2 0.9996 R VLDGVPERLEVVDGSPR F 3 1835.9741 1835.9782 0.0040 0 2.20 2.295 0.301 0 1 23 64 2 1 1
Q5UWZ6_HALMA 0.9750 Hypothetical protein rrnAC3541 rrnAC3541 409 4.2 1 2 0.9998 R VLDGVPERLEVVDGSPR F 3 1835.9741 1835.9824 0.0083 0 4.50 2.857 0.27 0 1 28 64 2 1 1
Q5V2E8_HALMA 0.9750 Putative sulfite oxidase soxA2 rrnAC1375 509 2.9 1 2 0.9998 R VQLGGHAYAGTDGIR A 3 1513.7637 1514.3182 0.5544 -1.0034 -296.55 2.443 0.327 0.2 6 21 56 2 0 1
Q5V4U9_HALMA 0.9750 Hypothetical protein rrnAC0418 rrnAC0418 108 12 1 2 0.9740 R LSDVDIEYPATAR E 2 1448.7147 1448.7254 0.0107 0 7.40 2.003 0.178 0.3 36 15 24 2 0 1
Q5V4U9_HALMA 0.9750 Hypothetical protein rrnAC0418 rrnAC0418 108 12 1 2 0.9998 R LSDVDIEYPATAR E 2 1448.7147 1448.7182 0.0035 0 2.42 2.305 0.293 0.2 1 16 24 2 0 1
PDXS_HALMAReview 0.9711 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-) pdxS rrnAC1732 302 10.6 2 2 0.9199 K GGVIMDVVNREQAR I 3 1542.7936 1542.7882 -0.0055 0 -3.53 2.145 0.165 1 56 20 52 2 1 1
PDXS_HALMAReview 0.9711 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-) pdxS rrnAC1732 302 10.6 2 2 0.9817 R SIGKLEGMAYEERDEWAR E 3 2139.0055 2139.0181 0.0126 0 5.87 2.877 0.115 0.1 2 23 68 2 2 1
Q5V057_HALMA 0.9689 Repair helicase uvrD rrnAC2267 613 2.8 1 2 0.9984 R TYKGENDLTGFADMLER V 3 1958.9044 1959.9382 1.0337 -1.0034 15.52 2.992 0.233 0.2 1 26 64 2 1 1
Q5V057_HALMA 0.9689 Repair helicase uvrD rrnAC2267 613 2.8 1 2 0.9995 R TYKGENDLTGFADMLER V 3 1958.9044 1958.8993 -0.0052 0 -2.64 3.669 0.184 0 1 29 64 2 1 1
Q5V047_HALMA 0.9629 Hypothetical protein rrnAC2281 rrnAC2281 105 7.6 1 2 0.9698 R NRPDWLPR A 2 1052.5515 1052.5454 -0.0061 0 -5.77 2.143 0.053 1.4 9 10 14 2 0 1
Q5V047_HALMA 0.9629 Hypothetical protein rrnAC2281 rrnAC2281 105 7.6 1 2 0.9992 R NRPDWLPR A 2 1052.5515 1053.5654 1.0139 -1.0034 10.05 3.18 0.118 0.3 1 12 14 2 0 1
Q5V272_HALMA 0.9610 NADH dehydrogenase\oxidoreductase-like protein nolC rrnAC1454 68 13.2 1 2 0.9991 R NFTDVDVTK A 2 1037.5029 1037.5033 0.0003 0 0.33 2.155 0.234 0.1 3 13 16 2 0 1
Q5V272_HALMA 0.9610 NADH dehydrogenase\oxidoreductase-like protein nolC rrnAC1454 68 13.2 1 2 0.9208 R NFTDVDVTK A 2 1037.5029 1037.5042 0.0013 0 1.27 1.643 0.145 2.8 20 11 16 2 0 1
Q5V1Z0_HALMA 0.9570 Hypothetical protein rrnAC1543 rrnAC1543 149 8.7 1 2 0.9949 R IIPHVEHTWQHSR V 3 1638.8379 1638.8408 0.0029 0 1.74 1.843 0.29 0.4 250 19 48 2 0 1
Q5V1Z0_HALMA 0.9570 Hypothetical protein rrnAC1543 rrnAC1543 149 8.7 1 2 0.9989 R IIPHVEHTWQHSR V 3 1638.8379 1638.8336 -0.0043 0 -2.61 2.361 0.242 0.3 18 21 48 2 0 1
Q5UX98_HALMA 0.9547 Cation efflux system protein (Zinc\cadmium) cef rrnAC3425 304 5.9 1 2 0.9758 K SIEELPEVDDAFIHVDPK E 2 2052.0051 2053.0254 1.0203 -1.0034 8.27 2.401 0.184 0.5 7 13 34 2 0 1
Q5V0L4_HALMA 0.9512 Hypothetical protein rrnAC2086 rrnAC2086 139 5 1 2 0.9986 R FGLRPLV - 2 800.4908 800.4920 0.0012 0 1.52 2.162 0.147 0.2 1 11 12 2 0 1
Q5V0L4_HALMA 0.9512 Hypothetical protein rrnAC2086 rrnAC2086 139 5 1 2 0.9985 R FGLRPLV - 2 800.4908 800.4254 -0.0654 0 -81.67 2.345 0.213 0.2 56 8 12 2 0 1
Q5V688_HALMA 0.9453 Hypothetical protein pNG7264 pNG7264 157 22.3 2 2 0.9869 R LPEGETPPFIASGVLTNSVPADAPGR L 3 2591.3231 2592.3382 1.0150 -1.0034 4.51 2.62 0.197 0.3 17 26 100 2 0 1
Q5V626_HALMA 0.9378 Hypothetical protein pNG7332 pNG7332 310 5.2 1 2 0.9768 R FDIASVLLFAALAVTG A 2 1606.8970 1607.1654 0.2684 0 167.04 3.946 0.093 1 1 19 30 1 0 1
Q5V626_HALMA 0.9378 Hypothetical protein pNG7332 pNG7332 310 5.2 1 2 0.9979 R FDIASVLLFAALAVTG A 2 1606.8970 1607.1654 0.2684 0 167.04 3.953 0.228 0.4 1 19 30 1 0 1
Q5V282_HALMA 0.9303 Xanthine\uracil permease family protein xup rrnAC1444 581 4 1 2 0.9975 R GLAAWAALTEDDSEYVSALDRIR G 3 2521.2449 2521.2482 0.0033 0 1.30 3.196 0.195 0.1 3 27 88 2 1 1
Q5UWZ5_HALMA 0.9948 Hypothetical protein rrnAC3542 rrnAC3542 247 12.1 2 1 1 R AATFLGGPDAPGPPIEMQLRDWASGEGFDR K 3 3157.4927 3157.4979 0.0052 0 1.65 4.091 0.359 0 1 33 116 2 1 1
Q5V3X3_HALMA 0.9948 Cell division control protein 48 cdc48b rrnAC0792 757 4.6 2 1 1 R VVAQLLSLMDGLEER G 3 1671.8865 1671.8897 0.0031 0 1.88 3.328 0.46 0 1 25 56 2 0 1
Q5V548_HALMA 0.9948 Hypothetical protein rrnAC0299 rrnAC0299 399 6 2 1 1 R GTIDYEPLLEIDPEVLLLYTDTHR T 3 2814.4327 2815.4482 1.0154 -1.0034 4.30 3.811 0.407 0 1 39 92 2 0 1
Q5V273_HALMA 0.9943 Hypothetical protein rrnAC1453 rrnAC1453 132 24.2 2 1 0.9999 R REVAGESVTLGVETTDDDDMAVAA D 2 2466.1119 2467.1054 0.9935 -1.0034 -3.98 4.349 0.463 0 1 19 46 1 0 1 REVAGESVTLGVETTDDDDM[147]AVAA
Q5UYD0_HALMA 0.9903 Hypothetical protein rrnAC2993 rrnAC2993 203 12.8 2 1 0.9991 R LGGFVGWTLVDKK V 3 1418.7922 1418.7982 0.0059 0 4.19 2.528 0.206 0.8 5 21 48 2 0 1
IF1A_HALMAReview 0.9791 Translation initiation factor 1A (aIF-1A) eif1a rrnAC2474 95 20 1 1 1 R MPEEDEVFAVVMDMLGANR V 3 2151.9639 2152.9582 0.9942 -1.0034 -4.23 4.072 0.464 0 1 33 72 2 0 1
Q5UWA7_HALMA 0.9791 Putative-iron binding protein rrnB0275 rrnB0275 354 4.8 1 1 1 K VDFETLLDIDPDVLLVR G 3 1971.0564 1973.0782 2.0217 -2.0067 7.63 4.593 0.423 0 1 33 64 2 0 1
Q5UWE8_HALMA 0.9791 Branched-chain amino acid ABC transporter permease protein livH-9 rrnB0227 674 2.8 1 1 1 R LETANNADGSVDMDEPEVR S 2 2060.8957 2060.8854 -0.0103 0 -4.99 3.697 0.372 0 1 18 36 2 0 1
Q5UWH7_HALMA 0.9791 Hypothetical protein rrnB0191 rrnB0191 96 18.8 1 1 1 R LVIDVLKPHDPPLLTFTK Q 4 2045.1925 2046.1940 1.0015 -1.0034 -0.90 3.763 0.32 0.1 1 38 102 2 0 1
Q5UWW8_HALMA 0.9791 Hypothetical protein rrnB0021 rrnB0021 156 12.8 1 1 1 R VYQSPPDFDYPTGDTVAAAR V 2 2169.0014 2169.0003 -0.0011 0 -0.50 5.247 0.592 0 1 23 38 2 0 1
Q5UX01_HALMA 0.9791 Multisubunit Na+\H+ antiporter MnhG subunit mnhG2 rrnAC3535 106 17.9 1 1 1 R AAQDQGIEPWTTGDEEDKS - 2 2075.8919 2075.8954 0.0034 0 1.66 4.39 0.48 0 1 24 36 2 1 1
Q5UX73_HALMA 0.9791 Hypothetical protein rrnAC3452 rrnAC3452 316 8.5 1 1 1 R LSEVLDRLESVETEPEGVFTAYVDAER S 3 3052.4877 3052.4957 0.0080 0 2.63 4.011 0.349 0 1 31 104 2 1 1
Q5UXC0_HALMA 0.9791 Hypothetical protein rrnAC3402 rrnAC3402 166 9.6 1 1 1 R NILSEDLADAIVTTAR T 3 1700.8945 1700.8952 0.0007 0 0.41 3.698 0.299 0 2 27 60 2 0 1
Q5UXK0_HALMA 0.9791 Cytochrome P450 (EC 1.14.14.1) (EC 1.6.2.4) cyp1 rrnAC3312 458 3.7 1 1 1 R IDVLPHMQSLTLNILGK T 3 1891.0601 1891.0658 0.0057 0 3.01 3.797 0.424 0 1 32 64 2 0 1
Q5UXR6_HALMA 0.9791 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24) rffH3 rrnAC3238 251 6.8 1 1 1 R GEYEISDAIDLLLHSGR T 3 1886.9374 1886.9383 0.0008 0 0.44 2.966 0.364 0 2 23 64 2 0 1
Q5UXV9_HALMA 0.9791 Oligoendopeptidase F (EC 3.4.24.-) pepF rrnAC3189 596 5 1 1 1 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 4 3316.6211 3316.6140 -0.0072 0 -2.16 5.291 0.417 0 1 50 174 2 0 1
Q5UXW9_HALMA 0.9791 Hypothetical protein rrnAC3178 rrnAC3178 344 2.9 1 1 1 R IEGFFSAIER I 2 1167.5924 1167.5927 0.0003 0 0.28 2.726 0.477 0 1 15 18 2 0 1
Q5UXZ8_HALMA 0.9791 Electron transfer flavoprotein beta subunit etfB1 rrnAC3148 263 8.7 1 1 1 K EAHDDVEVVTVTVGPSETDETIR Q 3 2497.1820 2497.1896 0.0076 0 3.03 3.626 0.339 0.1 1 29 88 2 0 1
Q5UY14_HALMA 0.9791 Branched-chain amino acid ABC transporter permease protein livH-7 rrnAC3130 214 14 1 1 1 R ALLGGSSQPFPQPSWASGPIALPVVGNFPR W 3 3046.6029 3046.6139 0.0109 0 3.59 4.348 0.473 0 1 33 116 2 0 1
Q5UY74_HALMA 0.9791 Hypothetical protein rrnAC3061 rrnAC3061 136 9.6 1 1 1 R YADGKLTDEQFER K 2 1570.7263 1570.7308 0.0045 0 2.86 3.081 0.4 0 1 18 24 2 1 1
Q5UY91_HALMA 0.9791 Heat shock protein X htpX3 rrnAC3038 318 6.6 1 1 1 R LLSAAEFEGLLAHELAHLETR D 4 2319.2223 2319.2224 0.0000 0 0.02 2.906 0.284 0.1 1 40 120 2 0 1
Q5UYC6_HALMA 0.9791 Precorrin-8W decarboxylase (EC 1.-.-.-) cbiT rrnAC2998 201 8 1 1 1 R NYEAILDHAVETGVDR I 3 1800.8642 1800.8664 0.0022 0 1.22 2.972 0.349 0.1 1 26 60 2 0 1
Q5UYK4_HALMA 0.9791 Hypothetical protein rrnAC2907 rrnAC2907 205 5.9 1 1 1 R LLAALFSFEDAR S 2 1351.7136 1351.7180 0.0044 0 3.23 3.407 0.377 0 1 17 22 2 0 1
Q5UYU0_HALMA 0.9791 Hypothetical protein rrnAC2807 rrnAC2807 236 6.4 1 1 1 - MLDDAFGQMVLDFHR G 3 1793.8229 1794.8482 1.0252 -1.0034 12.21 4.312 0.418 0 1 28 56 2 0 1



Q5UZ03_HALMA 0.9791 Hypothetical protein rrnAC2735 rrnAC2735 365 5.5 1 1 1 R AVGEEVDTVLASLAASEDVR A 3 2030.0168 2030.0178 0.0010 0 0.47 3.948 0.27 0 1 31 76 2 0 1
Q5UZH5_HALMA 0.9791 Hypothetical protein rrnAC2525 rrnAC2525 244 9 1 1 1 R FSLAMFIGRPVAVPDVTEEYGR L 3 2453.2413 2453.2428 0.0015 0 0.61 3.948 0.357 0 1 30 84 2 0 1
Q5UZI0_HALMA 0.9791 Glutathione S-transferase N-terminal domain gstN rrnAC2520 82 25.6 1 1 1 K KLDELGLDYESHMVPRPHGER T 4 2477.2121 2477.2204 0.0083 0 3.34 3.42 0.25 0.1 2 34 120 2 0 1
Q5V0G1_HALMA 0.9791 Phosphate ABC transporter permease protein pstC2 rrnAC2148 373 4.6 1 1 1 M TEDIPTTEGEAVSGGDR V 2 1732.7751 1732.7854 0.0103 0 5.96 4.04 0.464 0 1 26 32 2 0 1
Q5V0I8_HALMA 0.9791 Hypothetical protein rrnAC2114 rrnAC2114 468 5.1 1 1 1 R LLAAGPAHPADGAHGFVVFDVSDR Q 4 2418.2080 2418.2016 -0.0064 0 -2.65 2.352 0.299 0.7 1 34 138 2 0 1
Q5V0Q7_HALMA 0.9791 Oligopeptide ABC transporter solute-binding protein oppA rrnAC2039 649 2.3 1 1 1 R AEVAVDDIQEGGTLR F 2 1571.7791 1571.7784 -0.0007 0 -0.45 4.156 0.432 0 1 22 28 2 0 1
Q5V0Z7_HALMA 0.9791 Cobalamin adenosyltransferase (EC 2.5.1.17) cobI rrnAC1936 216 14.4 1 1 1 R GLVDPADVIGLIEAKPDDLELVLTGGHERPK F 5 3265.7558 3266.7736 1.0178 -1.0034 4.42 4.357 0.456 0 1 59 240 2 0 1
Q5V1L1_HALMA 0.9791 Hypothetical protein rrnAC1682 rrnAC1682 110 22.7 1 1 1 R DRTTADLLAGDEDSSASESSGEMNR K 3 2613.1096 2613.1118 0.0022 0 0.85 7.16 0.58 0 1 47 96 2 1 1
Q5V1N5_HALMA 0.9791 Hypothetical protein rrnAC1654 rrnAC1654 190 23.7 2 1 1 R EITIESPGQLNIALR N 2 1652.9097 1652.9124 0.0027 0 1.65 4.161 0.38 0 1 21 28 2 0 1
Q5V1W2_HALMA 0.9791 DTDP-glucose-46-dehydratase (EC 4.2.1.46) rfbB2 rrnAC1572 353 3.4 1 1 1 R HTIEWYAANKEK W 3 1488.7361 1488.7384 0.0023 0 1.55 3.628 0.26 0 1 22 44 2 1 1
Q5V1Z9_HALMA 0.9791 Phosphate transport system regulatory protein PhoU phoU2 rrnAC1533 235 8.5 1 1 1 R EIDADSSEAEIEQLMADVSR L 2 2206.9899 2206.9942 0.0043 0 1.95 5.167 0.515 0 1 23 38 2 0 1
Q5V263_HALMA 0.9791 Hypothetical protein rrnAC1464 rrnAC1464 278 10.4 1 1 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3348.5443 3348.5469 0.0026 0 0.77 4.112 0.397 0 1 36 112 2 1 1
Q5V2C4_HALMA 0.9791 Cytochrome c oxidase polypeptide III (EC 1.9.3.1) cyoC rrnAC1399 287 3.5 1 1 1 R GYYGQYSAER H 2 1192.5149 1192.5152 0.0003 0 0.26 2.853 0.49 0 1 16 18 2 0 1
Q5V2G8_HALMA 0.9791 Hypothetical protein rrnAC1353 rrnAC1353 60 18.3 1 1 1 R LSWLHWPTVLK G 3 1378.7761 1379.7682 0.9920 -1.0034 -8.20 3.19 0.332 0 2 17 40 2 0 1
Q5V2K7_HALMA 0.9791 MRNA 3'-end processing factor-like epf2a rrnAC1310 640 5.6 2 1 1 R DLMGLLQLDYLDVASK E 2 1792.9281 1792.9308 0.0026 0 1.47 4.583 0.515 0 1 24 30 2 0 1
Q5V2S8_HALMA 0.9791 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8) slyD rrnAC1230 314 9.2 1 1 0.9974 M SNESETDVDEETADEEEQAEGLQKGDVVK L 3 3179.3749 3180.3850 1.0101 -1.0034 2.13 3.357 0.398 0.1 1 25 112 2 1 1
Q5V2T8_HALMA 0.9791 Hypothetical protein rrnAC1220 rrnAC1220 201 10 1 1 1 R NDLESTQTRVDELEDQLETR S 3 2390.1197 2390.1309 0.0112 0 4.69 5.438 0.437 0 1 37 76 2 1 1
Q5V317_HALMA 0.9791 Hypothetical protein rrnAC1130 rrnAC1130 95 13.7 1 1 1 R FGQSFAELTGHDH - 3 1444.6371 1443.7582 -0.8790 1 83.79 3.326 0.424 0 1 26 48 2 0 1
Q5V3C6_HALMA 0.9791 DTDP-glucose dehydratase (EC 4.2.1.46) rffG rrnAC1011 333 4.8 1 1 1 R DDFDLHSAHVIPAIIR K 3 1817.9424 1817.8692 -0.0732 0 -40.27 3.275 0.249 0.2 2 27 60 2 0 1
Q5V3K2_HALMA 0.9791 Hypothetical protein rrnAC0926 rrnAC0926 291 9.6 1 1 1 K QLLPRPVVVAELAAYEVLGERLDDEGLR I 4 3119.6979 3119.6972 -0.0007 0 -0.23 4.077 0.266 0 1 45 162 2 1 1
Q5V3Q4_HALMA 0.9791 Transcription regulator rrnAC0867 rrnAC0867 187 7.5 1 1 1 R EALAALTEEEIVTR Q 2 1543.8093 1543.8142 0.0049 0 3.15 3.694 0.556 0 1 22 26 2 0 1
Q5V3T7_HALMA 0.9791 Enoyl-CoA hydratase (EC 4.2.1.17) ech2 rrnAC0833 285 8.4 1 1 1 R NALSAELADALTATFESVTDSDAR C 3 2467.1714 2468.1682 0.9967 -1.0034 -2.68 6.311 0.505 0 1 44 92 2 0 1
Q5V3U5_HALMA 0.9791 Hypothetical protein rrnAC0823 rrnAC0823 404 4.5 1 1 1 K VSMLLSDMEDDGDISKLR V 3 2022.9602 2022.9613 0.0010 0 0.51 3.487 0.321 0 1 29 68 2 1 1
Q5V494_HALMA 0.9791 Hypothetical protein rrnAC0654 rrnAC0654 205 4.9 1 1 1 R FGWHTIQYIR G 3 1319.6775 1320.6682 0.9906 -1.0034 -9.63 3.563 0.341 0 6 18 36 2 0 1
Q5V4S0_HALMA 0.9791 Hypothetical protein rrnAC0451 rrnAC0451 177 6.2 1 1 1 K NILQELVNLYR E 2 1373.7667 1373.7707 0.0040 0 2.91 3.61 0.381 0 1 18 20 2 0 1
Q5V4U6_HALMA 0.9791 Predicted glycosyltransferase gtr-2 rrnAC0421 199 6.5 1 1 1 R LESLAEALGITSR V 2 1358.7405 1360.1854 1.4449 -1.0034 324.99 3.544 0.394 0 1 19 24 2 0 1
Q5V5J6_HALMA 0.9791 Acetolactate synthase large subunit (EC 2.2.1.6) ilvB1 rrnAC0134 549 3.3 1 1 1 R TAVHEAVQTDAPTLVEVR T 2 1935.0061 1936.0254 1.0193 -1.0034 8.26 5.613 0.517 0 1 21 34 2 0 1
Q5V5S6_HALMA 0.9791 Heme synthase ctaB rrnAC0044 463 3 1 1 1 R TSDRPIATHQIPVR N 3 1589.8638 1589.8632 -0.0006 0 -0.40 4.122 0.285 0 1 26 52 2 0 1
Q5V5T9_HALMA 0.9791 ABC transporter permease protein yurM rrnAC0030 309 3.6 1 1 1 R LDGASAFSIYR N 2 1198.5982 1198.5986 0.0004 0 0.32 2.951 0.474 0 1 18 20 2 0 1
Q5V5Y7_HALMA 0.9791 Glycine betaine transporter betL2 pNG7375 586 1.7 1 1 1 R SIFWPLLGER I 2 1216.6604 1216.6616 0.0012 0 0.96 2.951 0.307 0 1 16 18 2 0 1
Q5V6G7_HALMA 0.9791 Hypothetical protein pNG7179 pNG7179 218 10.6 1 1 1 K IVPTLEDALDRLETVAYPLENER A 3 2655.3755 2655.3731 -0.0024 0 -0.90 3.759 0.372 0 1 39 88 2 1 1
Q5V6R5_HALMA 0.9791 Hypothetical protein pNG7069 pNG7069 135 18.5 1 1 1 R GGLPGAMLGGLVGGTTGYVAGAAAK D 3 2145.1252 2145.1282 0.0029 0 1.37 3.347 0.326 0 1 35 96 2 0 1
Q5V6S1_HALMA 0.9791 Cationic amino acid transporter cat1 pNG7063 476 2.1 1 1 1 R SGGGYYFISR G 2 1105.5192 1105.5187 -0.0006 0 -0.52 3.156 0.451 0 1 16 18 2 0 1
Q5V6U3_HALMA 0.9791 Putative iron transport protein pNG7039 pNG7039 414 2.4 1 1 1 K YYTLWEIFGK I 2 1318.6598 1319.6654 1.0056 -1.0034 1.72 2.979 0.416 0 1 16 18 2 0 1
Q5V6V5_HALMA 0.9791 Sugar ABC transporter permease protein sugA pNG7024 310 6.1 1 1 1 R VLFIIPMAVAPVSLATIGR I 3 1967.1642 1967.1641 -0.0001 0 -0.07 5.434 0.565 0 1 42 72 2 0 1
Q5V723_HALMA 0.9791 Copper-transporting ATPase CopA copA1 pNG6059 790 1.6 1 1 1 R LTNLTISHVTEAR R 3 1453.7889 1453.7900 0.0011 0 0.74 3.385 0.364 0 1 23 48 2 0 1
Q5V744_HALMA 0.9791 Hypothetical protein pNG6084 pNG6084 88 22.7 1 1 1 K GLEHPQELDDDEEDAFLSAR A 3 2285.0084 2285.0108 0.0024 0 1.05 3.732 0.329 0 1 33 76 2 0 1
Q5V7W2_HALMA 0.9791 Hypothetical protein pNG4035 pNG4035 171 9.4 1 1 1 K LLNENIDGNDDLIDQR S 2 1855.8912 1855.8961 0.0049 0 2.62 5.166 0.4 0 1 25 30 2 0 1
Q5V7X1_HALMA 0.9791 Putative helicase pNG4051 pNG4051 893 2.8 1 1 1 R DGFGELLDDIADTVAATGTTTGINR D 3 2522.2136 2523.2182 1.0045 -1.0034 0.47 4.556 0.448 0 1 34 96 2 0 1
Q5V803_HALMA 0.9791 Hypothetical protein pNG3042 pNG3042 137 7.3 1 1 1 R LGPLSVVLQR R 2 1080.6655 1080.6693 0.0038 0 3.48 2.864 0.266 0 1 16 18 2 0 1
RS24_HALMAReview 0.9791 30S ribosomal protein S24e (HS15) (E1.2) rps24e rrnAC2488 102 21.6 1 1 1 R DSLAATLNKDAEEVVIHKLDTK F 4 2409.2751 2409.2773 0.0022 0 0.90 3.051 0.286 0.1 1 36 126 2 2 1
RS3_HALMAReview 0.9791 30S ribosomal protein S3P (HmaS3) (HS1) rps3p rrnAC1605 304 4.3 1 1 1 R TQIDEFFAEELGR A 2 1553.7362 1553.7454 0.0092 0 5.94 3.198 0.47 0 1 20 24 2 0 1
SYD_HALMAReview 0.9791 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS) aspS rrnAC1657 434 2.5 1 1 1 R DLGGIAFLILR D 2 1186.7074 1186.7054 -0.0020 0 -1.67 3.051 0.339 0 1 19 20 2 0 1

PURA_HALMAReview 0.9770 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase) purA rrnAC1283 458 2.2 1 1 0.9999 R VGWLDLPMLR H 2 1198.6532 1199.6654 1.0122 -1.0034 7.40 3.173 0.283 0 1 16 18 2 0 1

Q5UWV9_HALMA 0.9770 Hypothetical protein rrnB0030 rrnB0030 409 3.9 1 1 0.9999 R SQTLWLDTESLFPIKR Q 3 1933.0309 1933.0338 0.0029 0 1.47 3.325 0.201 0 1 26 60 2 0 1
Q5UX30_HALMA 0.9770 Flavin-containing amine-oxidoreductase rrnAC3504 rrnAC3504 417 4.6 1 1 0.9999 R AALQSWYPNASFEALELLR T 3 2178.1109 2179.1414 1.0305 -1.0034 12.47 3.621 0.301 0 10 20 72 2 0 1
Q5UX40_HALMA 0.9770 Bacterio-opsin activator-like protein boa2 rrnAC3490 215 5.1 1 1 0.9999 R LKELYDGVSLR S 3 1291.7136 1291.7147 0.0010 0 0.80 3.276 0.312 0.2 93 18 40 2 1 1
Q5UYP0_HALMA 0.9770 Hypothetical protein rrnAC2863 rrnAC2863 285 17.5 2 1 0.9999 R VNKEFDLTYNIR N 3 1510.7780 1511.7682 0.9901 -1.0034 -8.74 3.197 0.313 0 5 19 44 2 1 1
Q5UZ72_HALMA 0.9770 Ribose ABC transporter permease rbsC rrnAC2651 354 4.8 1 1 0.9999 R LSVPIVLAALGGIFAEK S 3 1697.0127 1698.0175 1.0048 -1.0034 0.86 3.559 0.227 0 1 32 64 2 0 1
Q5UZS1_HALMA 0.9770 Dethiobiotin synthesis protein bioY rrnAC2420 193 7.8 1 1 0.9999 R AAAVMAPYIPLDLLK L 2 1584.8949 1584.8977 0.0028 0 1.74 2.678 0.321 0 1 17 28 2 0 1
Q5UZZ4_HALMA 0.9770 Histidine kinase (EC 2.7.3.-) rrnAC2337 rrnAC2337 409 7.3 1 1 0.9999 R IEQTHPITIELQAPDSAMAYTNEAARPVLR N 4 3334.6980 3335.7309 1.0329 -1.0034 8.85 3.497 0.24 0.1 1 42 174 2 0 1
Q5V041_HALMA 0.9770 Hypothetical protein rrnAC2287 rrnAC2287 177 5.6 1 1 0.9999 R FHREEINTLR I 3 1313.6840 1313.6852 0.0012 0 0.90 3.424 0.223 0 1 21 36 2 1 1
Q5V0J4_HALMA 0.9770 F420-dependent NADP reductase (EC 1.6.8.-) npdG-1 rrnAC2108 222 11.3 1 1 0.9999 R ALDGGPLANAAEIEGLTPLLINVAR H 3 2487.3697 2488.3882 1.0184 -1.0034 6.07 3.838 0.268 0 1 32 96 2 0 1
Q5V1J6_HALMA 0.9770 Sulfatase (EC 3.1.6.-) rrnAC1700 rrnAC1700 472 4 1 1 0.9999 R AATVLSGGSDERPFADVSR M 2 1933.9493 1933.9542 0.0049 0 2.52 3.086 0.238 0.1 1 16 36 2 0 1
Q5V357_HALMA 0.9770 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17) hbd1 rrnAC1083 669 4.9 1 1 0.9999 R MQLVEVISGAHSGDDTLEAIEALAEDFGKTPVR V 4 3497.7348 3497.7431 0.0083 0 2.37 3.205 0.208 0.2 1 45 192 2 1 1
Q5V3Y2_HALMA 0.9770 Universal stress protein usp30 rrnAC0781 138 17.4 1 1 0.9999 R IGNELLELAADVDVQHIVMGHEPK G 4 2626.3425 2628.3549 2.0124 -2.0067 2.17 4.825 0.213 0 1 39 138 2 0 1
Q5V440_HALMA 0.9770 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1) porB rrnAC0719 287 9.8 1 1 0.9999 K GQASPTSREDFETSTSPDGPNQPPVNPK A 3 2939.3533 2940.3592 1.0059 -1.0034 0.86 3.931 0.288 0 1 35 108 2 1 1
Q5V4M5_HALMA 0.9770 Hypothetical protein rrnAC0505 rrnAC0505 494 2.2 1 1 0.9999 R EAFDIVIEQFR G 2 1365.6928 1366.6854 0.9926 -1.0034 -7.85 2.853 0.315 0 1 15 20 2 0 1
Q5V4U3_HALMA 0.9770 Hypothetical protein rrnAC0425 rrnAC0425 290 5.9 1 1 0.9999 K WLLQHATSTVGADQHQR I 3 1946.9711 1946.9782 0.0070 0 3.62 3.019 0.258 0.1 1 22 64 2 0 1
Q5V697_HALMA 0.9770 Sugar ABC transporter permease protein rbsC-2 pNG7254 330 4.5 1 1 0.9999 R MLVGAYLFGLLDALR I 3 1650.9167 1650.9382 0.0214 0 12.99 3.322 0.249 1 22 23 56 2 0 1
Q5V7B8_HALMA 0.9770 Putative DEAD\H helicase pNG6185 pNG6185 1212 1.2 1 1 0.9999 R LLLPGDPLFEALVR E 2 1551.9024 1551.9055 0.0031 0 1.98 2.478 0.324 0 1 18 26 2 0 1
TRPD_HALMAReview 0.9770 Anthranilate phosphoribosyltransferase (EC 2.4.2.18) trpD rrnAC1520 331 6.9 1 1 0.9999 R AVATTVFEDATEAQIGALLTALR A 3 2360.2587 2362.0545 1.7957 -2.0067 -89.38 4.41 0.231 0 1 28 88 2 0 1
Q5UZQ2_HALMA 0.9757 Methanol dehydrogenase regulatory protein moxR3 rrnAC2442 319 8.8 2 1 0.9962 R GHVLLEDVPGVGK T 3 1318.7245 1318.7182 -0.0064 0 -4.82 2.457 0.225 1.3 208 17 48 2 0 1
Q5UWM0_HALMA 0.9750 Hypothetical protein rrnB0138 rrnB0138 98 15.3 1 1 0.9628 M PSIIDETVFGEPSRR L 3 1701.8686 1701.8690 0.0004 0 0.21 2.424 0.251 0.1 1 23 56 2 0 1
Q5UYA8_HALMA 0.9750 Precorrin-8X methylmutase (EC 5.4.1.2) cbiC rrnAC3020 241 6.2 1 1 0.9998 K SVHATGDPEFQHLVR F 3 1691.8379 1691.8388 0.0009 0 0.53 2.975 0.24 0.3 9 24 56 2 0 1
Q5V373_HALMA 0.9750 Protein kinase prk1 rrnAC1067 690 1.7 1 1 0.9998 R FLELVREEYKER A 3 1609.8464 1609.8458 -0.0006 0 -0.36 3.229 0.213 0 1 20 44 2 2 1
Q5V5D1_HALMA 0.9750 Hypothetical protein rrnAC0211 rrnAC0211 161 11.8 1 1 0.9998 R FAVSSGSNHFVDITADEIR I 3 2063.9912 2064.0082 0.0169 0 8.21 3.12 0.209 0.5 1 23 72 2 0 1
Q5UXY9_HALMA 0.9730 V-type ATP synthase subunit F (EC 3.6.3.14) atpF rrnAC3158 107 29.9 1 1 0.9997 R GVRQDAETSVEPVMVTLGGGTGSGGLREQIKR A 4 3283.6943 3283.7040 0.0097 0 2.96 3.316 0.214 0.5 3 41 186 2 2 1
Q5V1R6_HALMA 0.9730 Hypothetical protein rrnAC1621 rrnAC1621 152 9.2 1 1 0.9997 R LGLDPDADQSTIKR A 3 1527.7893 1527.7917 0.0024 0 1.56 2.93 0.185 0.1 1 26 52 2 0 1
Q5V441_HALMA 0.9730 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1) porA rrnAC0718 586 2.4 1 1 0.9997 R FQAHFAAADGVSPR A 3 1472.7160 1472.7196 0.0036 0 2.45 2.978 0.19 0.6 1 30 52 2 0 1
RS19_HALMAReview 0.9730 30S ribosomal protein S19P (HmaS19) (HS18) rps19p rrnAC1607 140 13.6 1 1 0.9997 R VKVEPEMLGHYLGEFQLTR S 4 2245.1565 2245.1567 0.0002 0 0.07 2.961 0.202 0.3 2 33 108 2 1 1
Q5UX62_HALMA 0.9709 Arsenite transport protein arsB rrnAC3466 653 2.6 1 1 0.9996 R QAVNQLAQTLDLRDLAR E 3 1924.0490 1924.0582 0.0091 0 4.75 2.598 0.271 0 1 22 64 2 1 1
Q5V338_HALMA 0.9709 Hypothetical protein rrnAC1106 rrnAC1106 139 5.8 1 1 0.9996 R LKNWLLSR L 2 1028.6131 1028.6158 0.0027 0 2.62 2.491 0.293 0.2 1 12 14 2 1 1
Q5V3C4_HALMA 0.9709 Hypothetical protein rrnAC1013 rrnAC1013 469 2.8 1 1 0.9996 K ALRDPLEFIFNAR Q 3 1560.8412 1560.8347 -0.0065 0 -4.16 2.946 0.224 0.1 1 23 48 2 1 1
Q5V6A1_HALMA 0.9709 Basic membrane protein bmp-1 pNG7250 372 2.7 1 1 0.9996 R SINAMALGAR S 2 1002.5280 1002.5296 0.0016 0 1.61 2.325 0.224 0.4 1 16 18 2 0 1
Q5UYH0_HALMA 0.9689 Small heat shock protein hsp20a rrnAC2949 135 8.1 1 1 0.9137 M SDRDPFSEIER A 3 1349.6211 1349.6182 -0.0030 0 -2.19 3.097 0.186 0.2 1 22 40 2 1 1
Q5UZ86_HALMA 0.9689 Sodium symporter transmembrane region rrnAC2632 rrnAC2632 469 3.8 1 1 0.9995 R VLILAPILASLGDLFSER R 3 1926.1190 1927.1182 0.9991 -1.0034 -2.18 2.911 0.243 0.1 2 24 68 2 0 1
Q5V3R3_HALMA 0.9689 Arylsulfatase (EC 3.1.6.8) rrnAC0858 rrnAC0858 450 2.4 1 1 0.9995 R QADAIFETLIR G 2 1275.6823 1276.6254 0.9431 -1.0034 -47.21 2.696 0.267 0.1 1 14 20 2 0 1
Q5UXX1_HALMA 0.9669 Hypothetical protein rrnAC3176 rrnAC3176 415 6.7 1 1 0.9994 R RTDGTVQYLGNPLVPPDAVAEQLRPVFR Q 4 3107.6516 3107.6635 0.0119 0 3.83 2.558 0.125 2.1 1 36 162 2 0 1
RS9_HALMAReview 0.9649 30S ribosomal protein S9P (HmaS9) (HS3) (F1) rps9p rrnAC0066 132 15.2 1 1 0.9993 R GLVDHTNDAELRDAFMEFDR S 4 2350.0648 2350.0505 -0.0143 0 -6.10 2.647 0.229 1.1 9 28 114 2 1 1
Q5UWE9_HALMA 0.9629 Branched-chain amino acid ABC transporter ATP-binding protein livG-10 rrnB0225 254 5.5 1 1 0.9992 R FKGEDITNVAPHER V 4 1611.8005 1611.7989 -0.0016 0 -1.01 2.684 0.134 0.3 1 30 78 2 1 1
Q5V342_HALMA 0.9629 Hypothetical protein rrnAC1101 rrnAC1101 346 9.5 1 1 0.9992 K TGAPTVSVGARPGKDIAEQDPVSTAHGAFAAAR Q 4 3204.6276 3204.6109 -0.0167 0 -5.22 2.849 0.141 4.2 1 39 192 2 1 1
Q5V5P9_HALMA 0.9629 Cytochrome P450 (EC 1.14.14.1) (EC 1.6.2.4) cyc rrnAC0073 445 3.1 1 1 0.9992 R ELDYLEWVIQEAMR L 3 1793.8658 1794.8782 1.0123 -1.0034 5.02 3.392 0.159 0.3 1 26 52 2 0 1
Q5V531_HALMA 0.9590 Phytoene dehydrogenase (EC 1.3.99.-) crtI2 rrnAC0321 495 3.2 1 1 0.9990 R YNATEGTALGLAHTLR Q 3 1686.8689 1686.8719 0.0030 0 1.77 2.353 0.216 0.1 2 23 60 2 0 1
Q5V412_HALMA 0.9551 Hypothetical protein rrnAC0749 rrnAC0749 295 3.1 1 1 0.9988 R HPIALDIER Q 2 1062.5822 1062.5854 0.0032 0 3.03 2.178 0.183 0 1 12 16 2 0 1
Q5UW97_HALMA 0.9531 Hypothetical protein rrnB0287 rrnB0287 163 8 1 1 0.9987 R LLLGGIFVGIGTR V 2 1314.8023 1316.6854 1.8831 -2.0067 -93.99 2.593 0.262 0 1 17 24 2 0 1
Q5UY99_HALMA 0.9512 Hypothetical protein rrnAC3030 rrnAC3030 1150 1.8 1 1 0.9986 K WLASSGHVERPDKPVAVTGER V 4 2290.1818 2291.1709 0.9891 -1.0034 -6.23 2.169 0.15 0.7 1 38 120 2 0 1
Q5V4N2_HALMA 0.9512 Hypothetical protein rrnAC0497 rrnAC0497 156 7.1 1 1 0.9986 R VPVVDWQVPNK L 2 1279.6924 1279.6965 0.0041 0 3.19 3.092 0.056 0 1 17 20 2 0 1
Q5V6Z6_HALMA 0.9512 Cadmium transporting P-type ATPase cadA pNG6019 639 2.8 1 1 0.9986 R TALQELLEMTPDTATVRR D 3 2044.0623 2045.0573 0.9950 -1.0034 -4.08 2.838 0.199 0.1 1 24 68 2 0 1
Q5V3C3_HALMA 0.9492 Hypothetical protein rrnAC1014 rrnAC1014 509 4.3 1 1 0.9985 R GSEPVDQLVQPWLVSHGDIAIR N 3 2415.2546 2415.2591 0.0044 0 1.83 2.953 0.152 0.1 1 29 84 2 0 1
Q5V3X7_HALMA 0.9492 CDP-diacylglycerol-serine O phosphatidyltransferase pssA rrnAC0788 228 7.5 1 1 0.9985 R LILLAVIADAIDGIVAR N 3 1735.0607 1735.0603 -0.0004 0 -0.23 2.871 0.143 0.3 1 26 64 2 0 1
Q5V0L9_HALMA 0.9473 Hypothetical protein rrnAC2081 rrnAC2081 282 5.7 1 1 0.9984 R EREEQGSEVVITIQER E 3 1900.9490 1900.9541 0.0050 0 2.65 2.574 0.219 0.4 1 25 60 2 1 1
Q5V3D3_HALMA 0.9473 Hypothetical protein rrnAC1003 rrnAC1003 382 3.4 1 1 0.9984 F AFVPFMLLGGALR T 2 1390.7795 1390.7843 0.0048 0 3.42 2.813 0.351 0 1 18 24 1 0 1
Q5V0X7_HALMA 0.9435 LPS glycosyltransferase lpg1 rrnAC1958 359 1.9 1 1 0.9982 K MLFFVGR H 2 868.4629 868.4625 -0.0004 0 -0.49 1.997 0.2 0.2 3 11 12 2 0 1
Q5V6P1_HALMA 0.9359 CDP-alcohol phosphatidyltransferase (EC 2.7.8.-) cpt pNG7099 257 5.8 1 1 0.9978 R LTPVVLAPSLAVFLR D 3 1594.9810 1595.9760 0.9950 -1.0034 -5.27 2.744 0.191 0 2 23 56 2 0 1

G6PI_HALMAReview 0.9340 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI) pgi rrnAC3210 436 4.1 1 1 0.9977 R LESFGEWFAQLWAESLGK D 2 2097.0207 2098.4454 1.4247 -1.0034 200.94 2.661 0.262 0.1 4 12 34 2 0 1

Q5UW56_HALMA 0.9312 ParA\minD-like bacterial cell division regulator parA5 rrnB0335 334 12 2 1 0.9869 R AEDLLYNAIYALR T 3 1523.7984 1524.8182 1.0197 -1.0034 10.76 2.552 0.114 1.1 1 20 48 2 0 1
Q5V4I1_HALMA 0.9284 Glycerol-3-phosphate dehydrogenase chain B gpdB rrnAC0555 424 5.7 1 1 0.9974 R YGVATDDDLRPLDASEHSEFENLR A 4 2748.2627 2748.2680 0.0053 0 1.92 2.546 0.064 0.2 1 36 138 2 0 1
Q5V2C5_HALMA 0.9247 Hypothetical protein rrnAC1398 rrnAC1398 518 2.3 1 1 0.9972 R LRLPGMDLSTPR L 3 1354.7391 1354.7426 0.0035 0 2.55 2.73 0.194 0.8 5 19 44 2 1 1
Q5UXZ6_HALMA 0.9211 Hypothetical protein rrnAC3150 rrnAC3150 410 3.9 1 1 0.9970 R GEYTVTAITQDGDRVR V 3 1779.8751 1779.8780 0.0028 0 1.59 2.522 0.237 0.3 7 21 60 2 1 1
Q5V646_HALMA 0.9120 Hypothetical protein pNG7311 pNG7311 395 3 1 1 0.9965 K TLSVGSEATNYR I 2 1296.6310 1296.6332 0.0021 0 1.64 2.113 0.198 0.1 3 12 22 2 0 1
Q5V5I8_HALMA 0.9086 Na+\H+ antiporter nhaC2 rrnAC0143 491 8.1 2 1 0.9819 K QSPLSDTTNLAAAVTDTDLYEHINAMR A 3 2946.4029 2948.4082 2.0052 -2.0067 -0.49 4.729 0.458 0 1 29 104 2 0 1
Q5UYK2_HALMA 0.9085 DNA repair and recombination protein RadA radA rrnAC2910 351 3.4 1 1 0.9963 R LLAVDSLTAHFR A 3 1341.7405 1341.7241 -0.0165 0 -12.28 2.119 0.252 0.1 138 17 44 2 0 1
Q5V3K1_HALMA 0.9014 Orotate phosphoribosyltransferase (EC 2.4.2.10) pyrE2 rrnAC0927 212 5.7 1 1 0.9959 R GVPVYSLLQVIR V 2 1342.7972 1344.6854 1.8882 -2.0067 -88.23 2.922 0.142 0.3 1 16 22 2 0 1



Q5V0T2_HALMA 0.8174 Hypothetical protein rrnAC2010 rrnAC2010 260 15 2 2 0.9433 R AVLVVQTGWGSGSILPHLK R 3 1961.1098 1961.1128 0.0030 0 1.53 2.326 0.121 0.5 133 20 72 2 0 1
Q5UWT3_HALMA 0.8609 Chromosome partitioning protein ParA family ATPase parA3 rrnB0062 290 11.4 2 1 0.9707 R IDPEIFDTLDDSDQTVESIPKPGIR E 3 2799.3814 2801.3822 2.0007 -2.0067 -2.13 2.353 0.191 1.4 25 22 96 2 0 1
Q5UWE1_HALMA 0.8293 Transcriptional regulator iclR rrnB0235 294 13.3 2 1 0.9627 R TPQTITDRDELWEEIEAIRDR G 4 2585.2721 2586.2909 1.0188 -1.0034 5.96 2.61 0.151 1.4 22 32 120 2 2 1
Q5V6I1_HALMA 0.8086 N-methylhydantoinase B (EC 3.5.2.9) hyuB pNG7165 542 7 2 1 0.9572 R MVAQAEHIPVHLGAMPDAVDIVLEK D 4 2682.3873 2684.4008 2.0135 -2.0067 2.54 2.952 0.007 1.3 2 41 144 2 0 1
Q5UXE4_HALMA 0.6577 Iron (III) ABC transporter ATP-binding protein fecE rrnAC3372 423 10.2 2 1 0.9095 R ASVTQFADRPFTSLSGGER Q 3 2024.9915 2024.9908 -0.0007 0 -0.36 2.04 0.045 8.9 2 22 72 2 0 1
Q5UZG6_HALMA 0.6049 Hypothetical protein rrnAC2536 rrnAC2536 281 4.6 1 3 0.9713 R VLPLAHGSALLQR A 3 1373.8143 1373.8153 0.0010 0 0.71 2.203 0.115 2.2 18 18 48 2 0 1
Q5UXX6_HALMA 0.8285 Universal stress protein usp19 rrnAC3171 298 4 1 2 0.9242 R LLGGVTEQVLHR T 2 1320.7514 1322.6827 1.9313 -2.0067 -57.10 2.815 0.009 0 2 16 22 2 0 1
Q5V3B3_HALMA 0.8197 Hypothetical protein rrnAC1024 rrnAC1024 317 2.2 1 2 0.9807 R LYTEFER T 2 956.4603 956.4610 0.0007 0 0.74 1.903 0.159 0.2 39 9 12 2 0 1
Q5V3B3_HALMA 0.8197 Hypothetical protein rrnAC1024 rrnAC1024 317 2.2 1 2 0.9908 R LYTEFER T 2 956.4603 956.4612 0.0009 0 0.93 1.962 0.163 0.1 16 9 12 2 0 1
Q5V492_HALMA 0.5573 Ferredoxin ferA3 rrnAC0656 110 19.1 1 2 0.9651 R GKYPPSIEGDVSPEDGDPTPA D 2 2126.9644 2127.0854 0.1210 0 56.90 2.922 0.309 0 1 17 40 1 1 1
Q5V1G6_HALMA 0.4598 Hypothetical protein rrnAC1733 rrnAC1733 328 4.3 1 2 0.9488 R QTLGSLIAGFVLMF S 2 1511.8108 1511.6101 -0.2007 0 -132.78 2.734 0.177 0.2 1 16 26 1 0 1 QTLGSLIAGFVLM[147]F
Q5UZE1_HALMA 0.8709 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8) pmm rrnAC2568 479 3.5 1 1 0.9941 R VAEAHGQNVHEVAVGFK W 4 1790.9064 1790.9038 -0.0027 0 -1.49 1.986 0.037 0.8 1 30 96 2 0 1
Q5UW75_HALMA 0.8692 Sn-glycerol-3-phosphate transport system permease ugpE rrnB0314 307 7.2 1 1 0.9940 R AGIVTSIGDLAPGGHALSNYRR A 4 2224.1712 2224.1708 -0.0004 0 -0.17 2.703 0.026 1.3 1 37 126 2 0 1
Q5V1C8_HALMA 0.8611 Hypothetical protein rrnAC1780 rrnAC1780 253 4.7 1 1 0.9935 R SLDHLHVPLLDR V 3 1413.7728 1414.7782 1.0053 -1.0034 1.41 2.676 0.158 0.4 6 19 44 2 0 1
Q5UX37_HALMA 0.8564 Putative bacterial regulatory protein arsR family rrnAC3494 rrnAC3494 92 10.9 1 1 0.9932 K ALWYLLTATR G 2 1206.6761 1207.3254 0.6493 -1.0034 -293.39 2.015 0.233 0.1 1 13 18 2 0 1
Q5V348_HALMA 0.8256 Hypothetical protein rrnAC1092 rrnAC1092 121 7.4 1 1 0.9912 R VSLAMTTLV - 2 933.5205 933.5208 0.0003 0 0.28 2.302 0.108 0.6 9 13 16 2 0 1
Q5UXK5_HALMA 0.7766 Heme biosynthesis protein nirD rrnAC3307 345 5.5 1 1 0.9877 R DVADAVDADVSEVLSAIKR L 3 1972.0113 1972.9973 0.9860 -1.0034 -8.82 2.737 0.156 0.3 6 21 72 2 0 1
Q5UXP7_HALMA 0.7662 Hypothetical protein rrnAC3260 rrnAC3260 381 2.9 1 1 0.9869 K AVELLDHWFLR S 3 1397.7455 1398.7457 1.0002 -1.0034 -2.24 2.29 0.152 0.7 3 18 40 2 0 1
Q5V0F9_HALMA 0.7573 Phosphate regulatory protein-like prp1 rrnAC2150 334 3.9 1 1 0.9862 R DDDVDRLWYMVSR V 3 1668.7566 1668.7582 0.0015 0 0.93 2.55 0.136 1.1 2 21 48 2 1 2 Q5V221_HALMA 
Q5V3F7_HALMA 0.7560 MCP domain signal transducer htr8 rrnAC0976 630 3.3 1 1 0.9861 R ETAEIADAGQETAQEAIAGSR E 2 2116.9872 2117.8854 0.8982 -1.0034 -49.66 2.316 0.195 0.4 2 14 40 2 0 1
Q5V703_HALMA 0.7548 Hypothetical protein pNG6006 pNG6006 196 9.7 1 1 0.9860 Q RGLSAIDDDDDSKLAVVHK R 4 2053.0440 2054.0509 1.0069 -1.0034 1.72 3.905 0.281 0.3 2 31 108 1 2 1
Q5V743_HALMA 0.7548 Hypothetical protein pNG6085 pNG6085 503 1.8 1 1 0.9860 I VSLLPAGHR T 2 948.5505 948.5512 0.0007 0 0.76 2.25 0.278 0.1 1 12 16 1 0 1
Q5V6G4_HALMA 0.7364 Sialidase pNG7182 pNG7182 644 4.2 1 1 0.9845 R SYALSANVQYDDHEGDTSTYDDVQLSL S 4 3005.3050 3007.3309 2.0259 -2.0067 6.38 3.327 0.217 0.3 1 37 156 1 0 1
Q5V311_HALMA 0.7246 Fructose-16-bisphosphatase (EC 3.1.3.11) fbp1 rrnAC1138 168 7.1 1 1 0.9835 R SDRDVVQEHLLR D 3 1465.7637 1465.7632 -0.0005 0 -0.37 2.538 0.181 1.6 44 16 44 2 1 1
Q5V733_HALMA 0.7087 Hypothetical protein pNG6075 pNG6075 158 7.6 1 1 0.9821 R KLELLSSASLVR E 3 1314.7871 1314.7882 0.0010 0 0.80 2.391 0.092 2.3 6 21 44 2 0 1
Q5V5P1_HALMA 0.6945 Hypothetical protein rrnAC0082 rrnAC0082 421 7.1 1 1 0.9808 R IVWQDDVAAVLAGATERYDHGALGDEVEAR A 4 3225.5690 3226.5709 1.0019 -1.0034 -0.46 2.296 0.122 0.9 4 35 174 2 1 1
Q5V5R4_HALMA 0.6706 Mrp protein-like mrp1 rrnAC0056 353 4.8 1 1 0.9785 R LMSMDFLVGKDDPVIFR G 3 1982.0005 1982.0182 0.0176 0 8.90 2.444 0.131 1.7 1 22 64 2 1 1
Q5V3B4_HALMA 0.6588 Hypothetical protein rrnAC1023 rrnAC1023 166 4.2 1 1 0.9773 R LNLDPFR A 2 873.4708 873.4654 -0.0054 0 -6.15 1.953 0.075 0.4 4 10 12 2 0 1
Q5V2R5_HALMA 0.6530 Hypothetical protein rrnAC1245 rrnAC1245 154 21.4 1 1 0.9767 R FENETNVCPSVVSSGPLAVSYNATADCMKVTRG - 4 3575.6372 3575.8509 0.2137 0 59.76 3.28 0.061 1.8 6 42 192 2 2 1 FENETNVCPSVVSSGPLAVSYNATADCM[147]KVTRG
Q5V5Z7_HALMA 0.6353 5,10-methylenetetrahydrofolate reductase (EC 1.7.99.5) metF pNG7363 286 3.1 1 1 0.9748 K TTGILGFVK Q 2 934.5487 934.5054 -0.0433 0 -46.31 1.827 0.151 1.1 10 10 16 2 0 1
Q5UXM0_HALMA 0.6255 TRK potassium uptake system protein trkA3 rrnAC3289 228 7.9 1 1 0.9737 R AVADIAQNLQLVEFTIQR Q 3 2028.1004 2028.0982 -0.0023 0 -1.11 2.349 0.136 1.1 41 18 68 2 0 1
Q5UWC7_HALMA 0.5864 Phenylacetic acid degradation protein PaaA paaA rrnB0252 354 6.8 1 1 0.9690 R ILQFFGPTDDQSTHHDFAAEVGLK T 4 2672.2871 2672.2909 0.0038 0 1.41 2.853 0.038 0.8 10 32 138 2 0 1
Q5V4X7_HALMA 0.5794 Arginase (EC 3.5.3.1) arg2 rrnAC0383 315 3.8 1 1 0.9681 R VADRDAAESVLR S 3 1300.6735 1300.7482 0.0746 0 57.39 2.628 0.086 2.1 2 20 44 2 1 1
Q5UY36_HALMA 0.5427 Hypothetical protein rrnAC3105 rrnAC3105 154 13 1 1 0.9630 K IVMFDQNEIFGPQDLWPLQR L 3 2445.2151 2446.2382 1.0230 -1.0034 8.06 2.758 0.075 0.4 1 29 76 2 0 1
Q5V1D5_HALMA 0.5287 Proteasome subunit alpha psmA1 rrnAC1772 230 7.8 1 1 0.9609 R DEPLSIHALATLAGNFAR G 3 1894.9901 1895.9948 1.0047 -1.0034 0.72 2.363 0.103 2 1 27 68 2 0 1
Q5V340_HALMA 0.4946 Hypothetical protein rrnAC1103 rrnAC1103 269 6.7 1 1 0.9553 R ADASVVRDVFEVAIELGK K 3 1917.0207 1917.9082 0.8874 -1.0034 -60.46 2.967 0.106 0.5 1 26 68 2 1 1
Q5V1P4_HALMA 0.4878 Hypothetical protein rrnAC1644 rrnAC1644 271 5.2 1 1 0.9541 R SIIYAQAMEGLFGR G 2 1554.7864 1554.7928 0.0064 0 4.11 2.105 0.033 1.8 1 17 26 2 0 1
Q5V395_HALMA 0.4603 Glycosyl transferase lgtD rrnAC1043 310 4.5 1 1 0.9489 L AAILGRPGVMSAVR V 3 1396.7973 1396.6978 -0.0995 0 -71.25 2.454 0.331 0.2 227 17 52 1 0 1
Q5V0U1_HALMA 0.3992 Aminotransferase class V spaT rrnAC1999 402 6.5 1 1 0.9351 K AMSTPLVGHLDPSFIEIMDEVQNLLR Y 3 2940.4776 2942.5282 2.0505 -2.0067 14.91 3.598 0.231 0.1 1 30 100 2 0 1 AM[147]STPLVGHLDPSFIEIMDEVQNLLR
Q5V0I6_HALMA 0.3969 Excinuclease ABC subunit A uvrA rrnAC2116 992 1.2 1 1 0.9345 R EASTLSGGESQR I 3 1220.5633 1220.9482 0.3848 0 315.30 2.196 0.08 1.2 40 14 44 2 0 1
Q5V3D5_HALMA 0.3871 Hypothetical protein rrnAC1001 rrnAC1001 272 9.9 1 1 0.9319 R ALKDVMDDFLVASTAADLIDEGRLTMR L 3 2965.4889 2966.4257 0.9368 -1.0034 -22.44 3.072 0.112 1.8 2 25 104 2 2 1
Q5V2B5_HALMA 0.3234 Hypothetical protein rrnAC1408 rrnAC1408 879 1.4 1 1 0.9117 D EDDVGTLSLGER T 2 1289.6099 1289.6037 -0.0062 0 -4.80 2.753 0.161 2.2 4 15 22 1 0 1
Q5V2Z2_HALMA 0.3040 Serine\threonine-protein kinase PknA (EC 2.7.1.37) pknA1 rrnAC1159 412 1.7 1 1 0.9041 K ILLFLLK G 2 858.5942 858.5945 0.0003 0 0.34 1.858 0.046 3.9 16 9 12 2 0 1
Q5V6F8_HALMA 0 NADH dehydrogenase\oxidoreductase ndhG1 pNG7189 228 NA 3 0 0.9999 R VYDQMPEPK F 2 1105.5114 1105.5111 -0.0003 0 -0.31 2.687 0.238 0 1 14 16 2 0 2 Q5V278_HALMA 
Q5V6F8_HALMA 0 NADH dehydrogenase\oxidoreductase ndhG1 pNG7189 228 NA 3 0 0.9279 K FVVSMGS C 1 725.3418 725.3422 0.0004 0 0.53 1.911 0.299 0 2 8 12 1 0 2 Q5V278_HALMA 
Q5V6F8_HALMA 0 NADH dehydrogenase\oxidoreductase ndhG1 pNG7189 228 NA 3 0 0.9855 K RVYDQMPEPK F 2 1261.6125 1262.6054 0.9929 -1.0034 -8.26 2.439 0.128 0.2 2 11 18 2 0 2 Q5V278_HALMA 
Q5V6F8_HALMA 0 NADH dehydrogenase\oxidoreductase ndhG1 pNG7189 228 NA 3 0 1 R VYDQMPEPK F 2 1105.5114 1105.5111 -0.0003 0 -0.31 2.911 0.285 0 1 14 16 2 0 2 Q5V278_HALMA 
Q5V6F8_HALMA 0 NADH dehydrogenase\oxidoreductase ndhG1 pNG7189 228 NA 3 0 1 R VYDQMPEPK F 2 1105.5114 1105.5124 0.0010 0 0.91 3.033 0.246 0 1 14 16 2 0 2 Q5V278_HALMA 
Q5UXE6_HALMA 0 Sensor protein (EC 2.7.13.3) rrnAC3370 rrnAC3370 395 NA 1 0 0.9999 R DNLDLLNQIVR H 2 1311.7146 1311.7235 0.0089 0 6.76 2.472 0.312 0 1 17 20 2 0 2 Q5UWK8_HALMA 
Q5V039_HALMA 0 Hypothetical protein rrnAC2289 rrnAC2289 152 NA 1 0 1 K NYQLDTDLVEIAK G 2 1520.7722 1520.7785 0.0063 0 4.15 3.128 0.412 0 1 17 24 2 0 2 Q5UZU2_HALMA 

DECOY_2836 0.8179 Decoy protein DECOY_2836 - - 420 11.7 3 1 0.9597 K EAFESTALKTGGEIQR E 2 1735.8741 1735.8076 -0.0665 0 -38.33 2.773 0.124 0.7 6 13 30 2 1 1
DECOY_406 0.4878 Decoy protein DECOY_406 - - 551 1.5 1 3 0.9541 K HFTEEPVG H 2 914.4134 914.5054 0.0920 0 100.64 2.471 0.196 0.3 5 12 14 1 0 1
DECOY_406 0.4878 Decoy protein DECOY_406 - - 551 1.5 1 3 0.9439 K HFTEEPVG H 2 914.4134 914.5020 0.0886 0 96.92 2.863 0.092 0.3 2 13 14 1 0 1
DECOY_875 0.8227 Decoy protein DECOY_875 - - 548 1.8 1 2 0.9910 R YSDVSEEPGR W 2 1137.4938 1137.8343 0.3405 0 299.34 2.013 0.194 0.7 17 10 18 2 0 1
DECOY_3970 0.6767 Decoy protein DECOY_3970 - - 132 12.1 1 2 0.9643 T GLEAVEVLENVTDLNR V 2 1769.9159 1769.8602 -0.0557 0 -31.48 2.813 0.195 0.1 1 17 30 1 0 1
DECOY_3970 0.6767 Decoy protein DECOY_3970 - - 132 12.1 1 2 0.9791 T GLEAVEVLENVTDLNR V 2 1769.9159 1769.8575 -0.0584 0 -33.00 2.436 0.309 0.2 3 16 30 1 0 1
DECOY_1825 0.8893 Decoy protein DECOY_1825 - - 351 4.3 1 1 0.9952 R EVVPFGGQFANLVAR D 3 1602.8518 1602.8611 0.0093 0 5.79 3.408 0.044 1.8 1 31 56 2 0 1
DECOY_3036 0.8644 Decoy protein DECOY_3036 - - 279 7.2 1 1 0.9937 R SGMCIDADGNQVPELLQPIM - 4 2187.0005 2187.2119 0.2113 0 96.63 2.945 0.062 1.7 3 33 114 2 0 1 SGMCIDADGNQVPELLQPIM
DECOY_4018 0.6956 Decoy protein DECOY_4018 - - 409 3.7 1 1 0.9809 K IPFLSETDLWLTQSR L 4 1804.9359 1805.9598 1.0239 -1.0034 11.36 2.459 0.136 1.9 15 26 84 2 0 1
DECOY_1457 0.5130 Decoy protein DECOY_1457 - - 185 14.1 1 1 0.9584 T GHTDSIATLMSGTTSGPIFGSANQTM - 4 2613.1788 2613.3293 0.1505 0 57.58 2.778 0.139 1 1 42 150 1 0 1 GHTDSIATLM[147]SGTTSGPIFGSANQTM[147]
DECOY_1461 0.4764 Decoy protein DECOY_1461 - - 463 2.4 1 1 0.9520 K FSGTPNMGEHK V 3 1203.5342 1203.6082 0.0739 0 61.44 1.855 0.159 3.1 119 12 40 2 0 1
DECOY_64 0.3278 Decoy protein DECOY_64 - - 234 4.3 1 1 0.9133 K FSVTQLAVAR R 2 1090.6135 1090.7854 0.1719 0 157.64 1.464 0.144 0.9 3 11 18 2 0 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.


