SUPPLEMENTARY FIGURE 1

SUPPLEMENTARY MATERIAL

SUPPLEMENTARY FIGURE 1. 2DE gel image of promastigotes.

The gel was processed with Topspot and spot numbers correspond to numbers in

column 13 of Supplementary Table 1.
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SUPPLEMENTARY FIGURE 2

SUPPLEMENTARY FIGURE 2. 2DE gel image of amastigotes. |
The gel was processed with Topspot and spot numbers correspond to numbers in

column 15 of Supplementary Table 1.
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SUPPLEMENTARY FIGURE 3

SUPPLEMENTARY FIGURE 3. 2DE gel image of amastigotes.

The gel was processed with PDQuest and spot numbers correspond to numbers in

column 15 of Supplementary Table 1 with an SSP prefix.
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Supplementary Table 1. Identified proteins in LersAmansa spp. (first proteome study).

detected in® theoretic® Promastigotes® Amastigotes®
name Sanger-I0' |NCBI Acc. No.' Prom. Am. Antigen® |EC No.* MW pl | CAl Value|CAI Rank| ESI MALDI spot no. ES| MALDI spot no.
carbohydrat metabolism
hexokinase, putative L.m. chr 21 LmjF21.0240 w/F b [EC:2.7.1.1] 517 87 0.79325 3004 b 1B, 117, 55P_7507
hexokinase, putative Leishmania major chr 21 LmjF21.0250 X X [EC:2.7.1.1] 51.7] 87 0.79963 5005 X 116, S5P 7507
PGl glucose-b-phosphate isomerase L. chr 12 LnjF12.0530 ® [EC:5.3.1.9] 671 B2 0.69398 2796 ¥
G-phospho-1-fructokinase, putative L. chr 29 LnjF29.2510 ¥ [EC:2.7.1.11] 54.00 9.3 0.75654 7E16 ¥
ALD fructose-1B-bisphosphate aldolase L.m. chr 36 LmjF36.1260 xiF /B /M [EC:4.1.2.13] 40.85| 88 0.75477 7575 X 2581 154
triogephosphate isomerase Lm. chr 24 LrnjF24.0850 ® w/BIESN [EC:5.3.1.1]) 272 86 0.75361 7561 344 258
glyceraldehyde3-phosphate dehydrogenase, glycosomal Lm. chr 30 LrnjF30.2570 b W [EC:1.2.1.12] 391 941 0.52613 8131 ¥ 295 155, 156, 157, 158, 159
E::frcgnraldehyde 3-phosphate dehydrogenase, glycosomal Leishmania major LimiF30. 2980 M Wil [EC:1.2.1.12] 32 91 0.82613 5130 « 298 1555’5P 1:50'4157' 158, 159,
PGKE phosphoglycerate kinase B, cytosolic L.m. chr 20 LrnjF20.0110 WA ¥ [EC:2.7.2.3] 44.9) 8.1 0.78671 7529 267 148
PGKEC phosphoglycerate kinase C, glycogsomal Leishmania major chr 20 LrnjF20.0100 b ¥ [EC:2.7.2.3] 515 9.0 0.75208 7599 267 148
E(anhcdhfgéh|5phnsphnglycerate—mdependem phosphoglycerate mutase LimiF36.6650 M « [EC5.4.2.1] 607 52 074897 7497 18 13
EMOL enolagse Lm. chr 14 LmjF14.1160 w/F wiB AN [EC:4.2.1.11] 46.1] 56| 0.80511 8032 179, 181, 182 54,55
pyruvate kinase, putative L.m. chr 35 LmjF35.0030 X [EC:2.7.1.40] 542 B3 0.76477 7724 239
pyruvate dehydrogenase E1 component alpha subunit, putative L. chr 18 LriF18.1380 x/F * [Bm1.2.41] 428 80 nr7em 754 263, 271 148
pyruvate dehydrogenase E1 beta subunit, putative L.m. chr 25 LmjF25.1710 wiALF X [EC:1.2.4.1] 378 &8 0.73857 7287 129 54
dihydrolippamide acetyltransferase precursorlike protein L.m. chr 21 LmjF21.0550 X [EC:2.35.1.12] 04| 54 0.69759 5860 94
dihydrolipoamide acetyltransferase precursor, putative L.m. chr 36 LinjF36.2660 ®IF [EC:2.3.1.12] 487 7.0 0.70870 b452 159, 160
dihydrolipoaride dehydrogenase, putative L.m. chr 32 LnjF32.3310 €A F ¥ [EC:1.8.1.4] 505 B4 0.79359 7970 239, 240 123
glycosomal phosphoenolpyruvate carboxykinase, putative L.m. chr 27 LmjF27.1805 xiF X [EC:4.1.1.49] 55.2 8.2 0.53447 5161 X X 103, 104, 105
g:ff;;”ma' phasphoenolpyruvate carboxykinase, putative Leishmania major|) | ieoz 44y ¥ WiH [EC4.1.1.45] s52| 82| osaer| sz «  |103. 104, 105
citrate synthase, putative L.m. chr 18 LmjF15.0680 X [EC:2.3.3.1] 523 B7 0.79881 7999 X 261
aconitase, putative L.m. chr 18 LmjF158.0510 ® ¥ [EC:4.2.1.3] 974 B2 0.75562 7586 30 31
::shorc;tﬂrate dehydrogenase [MADP], mitochondrial precursar, putative Lom LmiF10. 0280 . CFEFN [EC1.11.47] s 83 077404 7808 . 270 141
igocitrate dehydrogenase, putative L.m. chr 33 LnjF33.2550 ® E [EC:1.1.1.42] 46.3] 5.4 0.71344 bB596 113
2-oxoglutarate dehydrogenase subunit, putative L. chr 27 LinjF27.08580 b [EC:1.2.4.2] 112.6] G5 0.74453 7415 ¥
2-oxoglutarate dehydrogenase, E2 companent, dihydralipoamide LmiF28.2420 WIF [EC2.3.161] 417 90| o754 75 66
succinyltransferase, putative Leishma
succinyl-CoA ligase [GDP-forming] beta-chain, putative Lm. chr 36 LinjF36.2950 €A F i [EC:E.2.1.5] 442 BS 0.73124 7131 193
succinyl-CoA synthetase alpha subunit, putative Leishrmania major chr 25 LrjF25.2130 * [ECE.21.4] 08 82 n.2r24 |16 1ED, S3P_B408
succinyl-CoA synthetase alpha subunit, putative Lm. chr 25 LinjF25.2140 ¥ [EC:E.2.1.5] 309 9.2 0.52724 8135 160, S5P_8408
succinate dehydrogenase flavoprotein, putative L.m. chr 24 LmjF24.1630 X X [EC:1.3.5.1] B6.7| B4 0.77051 7795 78 57,38
furnarate hydratase, putative L.m. chr 24 LrnjF24.0320 ® [EC:4.2.1.2) B0.G| 7.2 0.74423 7401 241

185, 186, 187, 188, 189,

malate dehydragenase Lm._ chr 34 LmjF34.0140 xiF i [EC:1.1.1.37] 333 85 0.70769 6379 286 4 192 193, 197
glycosomal malate dehydrogenase Lom. chr 19 LrmnjF19.0710 Wi M [EC:1.1.1.37] 336 90 0.72048 bBE23 213, S5P_G307
GFD glyceral-3-phosphate dehydrogenase [NAD+], LmjF10.0510 % % ¥ |[EC1.1.18] 393 93| 076505 7729 x %
glycosomal/mitochondrial L.m. chr 10
MNADP-dependent alcohol hydrogenase, putative L.m. chr 23 LrnjF23.0360 ® [EC:1.1.1.2] 36.3] 58 0.74452 7412 ¥ 194
acetyl-CoA synthetase, putative Lom. chr 23 LnjF23.0710 b [ECE.2.1.1] 785 B2 0.75818 7535 ¥
acetyl-CoA synthetase, putative Leishmania major chr 23 LmjF23.0540 X 3 [ECE.2.1.1] 785 B2 0.75640 7602 X X
aldose 1-epimerase-like protein L.m. chr 23 LrnjF23.0430 ® [EC:5.1.3.3] 442 53 0.69810 BO23 a7
aldose 1-epimerase-like protein L.m. chr 34 LinjF34.53350 b [EC:5.1.3.3] 331 B3 0.70352 231 283
aldose 1-epimerase, putative L.m. chr 35 LmjF35.0970 =] [EC:5.1.3.5] 41.4| BO 0.50448 5029 187
phosphoglucorutase, putative Lm. chr 21 LrnjF21.0640 ® [EC:5.4.2.2] B39 57 0.74580 7437 61
cytogolic malate dehydrogenase, putative L. chr 28 LinjF258.2860 b [EC:1.1.1.37] 341 58 0.67740 4965 207
fructose-1 B-bisphosphatase, cytosolic, putative L.m. chr 4 LmjF04.1160 X [EC:3.1.3.11] 35.8| 88 0.75232 7537 X
pyruvate phosphate dikinase, putative L.m. chr 11 LrnjF11.1000 ® ¥ [EC:2.7.9.1] 1009 &7 0.78127 7589 ¥ 32
EXGMP rmannose-1-phosphate guanyltransferase L.m. chr 23 LrnjF23.0110 ®AALF [EC:2.7.7.13] N7 57 0.71033 G472 1958
GODP-mannose pyrophosphorylase [Leishmania mexicana] qi[12554592 X 415 &3 77
Pt phosphomannomutase, putative L.m. chr 36 LrnjF36.1960 “AATF M M [EC:5.4.2.8] 261 52 0.62629 2018 315
pentose phosphate pathway
GEPD glucose-G-phosphate dehydrogenase Lm. chr 34 LrnjF34.0050 b i [EC:1.1.1.49] 53.3] 56 0.70251 171 59, 60
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G-phosphogluconate dehydrogenase, decarboxylating, putative L.m. chr 35 LrjF35.3340 XM [B=1.1.1.44] a4 5B 073233 7183 *

transketolase, putative L.m. chr 24 LmjF24.2060 wiALF [EC:2.2.1.1] 16| B.1 0.72059 6526 X 77

Chain A, Transketolase From Leishmania Mexicana qi[56265508 ® 721 6.1 36, S5P 5703

deoxyribose-phosphate aldolase, putative L.m. chrB LimjFO6. 1070 ¥ [EC:4.1.2.4] 297 B3 0.70675 6340 235

transaldolase, putative L. chr 18 LimjF16.0760 ¥ ¥ [EC:2.2.1.2] 39 54 0.73629 7254 ¥

E-phosphogluconolactonase LmjF26.2700 il [EC:3.1.1.17] Z2584| &85 0.65231 3508

fatty acid metabolism

long chain fatty Acyl CoA synthetase, putative L.m. chr 3 LmjF03.0230 X X [ECE.2.1.53] 758 854 0.73975 7313 X

carnitine/choline acetyltransferase, putative L.m. chr 29 LmjF22.1310 ®/F [EC:2.3.1.-] 656 589 0.71631 [=fataie] ¥ 75

J-ketoacyl-coa thiolase-like protein Lom. chr 23 LrnjF23.0650 ® [EC:2.3.1.16] 474 BS 0.74731 7460 263, 266

thiolage protein-like protein L.m. chr 31 LmjF31.1640 b [EC:2.3.1.16] 469| 9.0] 0.61207 1371 113, 175, 55P_8502

putative 3-ketoacyl-coa thiolase-like protein Leishmania major chr 31 LmjF31.1630 X [EC:2.5.1.16] 35.1 5.9 0.60751 1199 175

tcrr\:?;;tmnal enzyme alpha subunit, mitochondrial precursor-like protein L.m LmiF26.1550 « [EC4.2.1.17] 794 89 0.74025 7329 a7

enoyl-Cod hydratase/Enoyl-CoA isomerase/3-hydroxyacy-Cob LmiF33. 2600 . [EC4.21.17] 1| &g 067861 5019 .

dehydrogenase, putative L.m.

malic enzyme, putative L.m. chr 24 LmjF24.0770 X [EC:1.1.1.38] B34 83 0.75025 7516 X 252, 256

ALDHZ aldehyde dehydrogenase, mitochondrial precursor Lm. chr 25 LnjF25.1120 ®IF ¥ [EC:1.2.1.3] 241 B7 0.76807 772 240 124

gf-trans-enoyl-CDA isormerase, mitochondrial precursor, putative Lom. chr LimiF31.2250 F « [EC5.3.3.8) 28 9o 0.69397 5704 70

2 4-dienoyl-coa reductase fadh1, putative L.m. chr 33 LmjF33.0830 F X [EC:1.5.1.34] ‘8.6 87 0.6B937 4526 98

proteins of the respiratory chain

electron transfer flavoprotein, putative L.m. chr 25 LmjF25.0120 X 282 88 0.70896 5352 X

reiske iron-sulfur protein precursor, putative L. chr 35 LnjF35.1540 ® /B [EC:1.10.2.2] 337 589 0.76719 77a5 151 173, S5P_3303

cytochrorne ©, putative L. chr 16 LnjF16.1310 ® [EC:1.9.3.1] 12.2] 10.3 0.78123 7885 ¥

cytochrome o, putative Leishrmania major chr 16 LinjF16.1320 b [EC:i1.9.3.1]) 12.2] 10.3 0.77114 7800 ¥

cytochrome c oxidase subunit iv L.m. chr 12 LmjF12.0670 x/D/F X [EC:1.9.3.1] 394 &8 0.76026 7B7B 120 72

cytochrome ¢ oxidase subunit ', putative L.m. chr 26 LmjF26.1710 ® ¥ [EC:1.9.3.1] 223 B 0.69013 o616 319 254

COXB cytochrome C oxidase subunit %1, putative L.m. chr 21 LmjF21.1710 ¥ [EC:1.9.3.1] 19.2] 6.8 0.72267 BE93 2596

ATP synthase, putative L. chr 21 LrnjF21.1340 b [EC:3.6.3.14] 54.00 B.O 0.76691 7753 ¥

ATP synthase, putative L.m. chr 38 LmjF36.3100 X [EC:3.6.3.14] 25.1 5.4 0.75795 7B33 242

ATPase alpha subunit L.m. chrs LmjFO05.0500 w/F b [EC:3.6.3.14] E25| 97| 0.88905 G264 b 305

ATPase alpha subunit Leishmania major chr g LrnjFO5.0510 ® ¥ [EC:3.6.3.14] B2.45| 97 0.55805 G263 ¥ 305

ATPase beta subunit, putative L. chr 25 LmjF25.1180 w/AF wiB AN [EC:3.6.3.14] S63] 51 0.83143 8151 93 21

ATPase beta subunit, putative Leishmania major chr 25 LmjF25.1170 w4 A wfB/N [EC:3.6.3.14] 56.3] A1 0.53143 5150 93 21

ATP synthase F1 subunit garmma protein, putative L. chr 21 LmjF21.1770 ®IF ¥ [EC:3.6.3.14] 344 93 0.76601 7742 ¥ 214, S5P_9306

ATP synthase, epsilon chain, putative L.m. chr 30 LrnjF30.3600 €A F [EC:3.6.3.14] 201 50 0.68532 5573 32

protein biosynthesis

sery-tRNA synthetase, putative L.m. chr 11 LrnjF11.0100 b i [EC:E.1.1.11] 531 53 0.714B65 G540 56

cysteiny HRNA synthetase, putative L.m. chr 12 LmjF12.0250 X [ECE.1.1.16] 855 &7 0.795583 7976 X

tyrosyl or methiony-tRMNA synthetase-like protein Lm. chr 16 LrmnjF16.1130 ® [EC: 6.1.1.-] 19.6| 53 0.77416 7830 232

alany-RENA synthetase, putative L. chr 22 LinjF22.1540 ¥ [EC:E.1.1.7] 105.3] 5.8 0.73260 7169 S5P_4801

arginyl-tRMNA synthetase, putative L.m. chr 27 LmjF27.1310 X [ECE.1.1.19] 8.2 B2 0.756578 7614 X

aspartyHtRMNA synthetase, putative Lom. chr 30 LrnjF30.0460 ® [EC:B.1.1.12] 623 BS 0.50231 G019 ¥

valyHRMA synthetase, putative Lom. chr 30 LrnjF30.3130 ® [EC:6.1.1.9] 109.6| 6.2 0.78540 7919 ¥

threonyHRMA synthetase, putative Lom. chr 35 LnjF35.1410 b [EC:E.1.1.3] 89.4| B4 0.79400 7972 ¥

ILERS isoleucyHRMA synthetase, putative L.m. chr 36 LmjF36.5620 X X [ECE.1.1.5] 1257 BO 0.78511 7925 X

prolyl-trna synthetase, putative Lm. chr 18 LmjF158.1210 ® [EC:B.1.1.15] 81.5] 6O 0.79754 7509 ¥

histidy-tRMA synthetase, putative; Lind30.0960 LimjF30.0630 F [EC:B.1.1.21] 530] 57 0.71238 B578

zﬁfzem polypeptide associated complex subunit-like protein, copy 1 L.m LimiF04.0770 M N 182 45 0.80399 8026 08, 309

translation factor SUI, putative Lom. chr 24 LrjF24.1210 ¥ 12.4] 9.4 0.70337 B217 SSP_9004
LmjF17.0080 w/F Wil [EC:3.6.5.3] 491 9.0| 0.88541 257 o 293,294,295 103,110, 111, 147, 182,

elongation factor 1-alpha L.m. chr 17 ! ! 216

. 109, 110, 111, 147, 162,
elongation factar 1-alpha Leishmania majar chr 17 LimjF17.0081 ¥ Wi M [EC:36.5.3] 491 9.0] 0.83754 260 ¥ [293, 204,205 15
elongation factor 1-alpha Leishmania major chr 17 LmjF17.0082 X /N [EC:3.6.5.3] 4900 821 0.58754 5261 293, 294,295 109, 110, 147, 162, 216
. 109, 110, 111, 147, 162,

slongation factar 1-alpha Leishmania majar chr 17 LimjF17.0033 ¥ Wi M [EC:3.6.5.3] 4911 9.0| 0.88634 250 W (293,294,285 15

slongation factor 1-alpha Leishmania majar ch 17 LmjF17.0084 ® Wil [EC:3.6.5.3] 49.1| 9.0| 0.88754 8262 o 293,294,295 ;?g 10, 17,147, 182,
LrnjF17.0085 ¥ /N [EC3.6.53] 431 ao| ossrsa|  mess| o« |203,204, 285 109,110,111, 147,162,

elongation factor 1-alpha Leishrmania major chr 17

216
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109, 110, 1171, 147,162,

LmjF17.0088 ® Wil ® [EC:3.6.5.3] 491 9.0| 0.88541 8256 o 293,294,295 H
elongation factor 1-alpha Leishmania major chr 17 216
translation elongation factor 1-beta, putative L.m. chr 34 LmjF34.0320 X X X 256 52 0.56504 5238 X 149 SSP_2304
translation elongation factor 1-beta, putative Leishmania major chr 34 LmjF34.0340 X X X 256 52 0.56504 5237 X 149 SSP_2304
translation elongation factor 1-beta, putative L.m. chr 36 LmjF36.1430 x4 M X 233 47 0.51516 5033 139
EF1G elongation factor-1 gamma L.m. chr 9 LmjF09.0970 X 6.2 54 0.57445 5248 X
EF2-1 elongationfactor 2 L.m. chr 36 LmjF36.0180 ks WM [EC:3.6.5.3] 941 58| 084111 59184 W |26,27,28 7
EF2-1 elongation factor 2 Leishmania major chr 38 LmjF36.0190 X /M [EC:3.6.5.3] 94.1 5.8 0.54111 5183 X 26, 27,28 7
eukaryotic translation initiation factor 1A, putative L.m. chr 16 LmjF16.0140 X X 187 4.7 0.74954 7507 323 SSP_1109
elongation initiation factor 2 alpha subunit, putative L.m. chr3 LmjF03.0980 x/F 4900 58 0.63858 2730 X
translation initiation factor i2, putative L.m. chr 33 LmjF33.2740 X 923 B3 0.75134 7525 X
eukaryotic translation initiation factor 3 subunit, putative L.m. chr 36 LmjF36.3380 x/F i 454 58 0.68419 5310 117 SSP_2404
eukaryotic translation initiation factor 3 subunit 7-like protein L.m. chr 30 LmjF30.3040 X B0.9| 5.1 0.79450 7975 X
EIF3-interacting protein-like protein L.m. chr 36 LmjF36.0250 x4 M 726 89 0.75165 7527 X
eukaryotic initiation factor 4a, putative L.m. chr 1 LmjF01.0770 x/B WA X 453 58 0.53730 5169 X X 50
eukaryotic initiation factor 4a, putative Leishmania major chr 1 LmjF01.0780 x/B WA X 453 58 0.53730 5168 X X 50
EIFSA eukaryotic initiation factor Sa, putative Leishmania major chr 25 LmjF25.0720 x/B wfB/N X 178 48 0.67543 4867 322 277
EIFSA eukaryotic initiation factor Sa, putative L.m. chr 25 LmjF25.0730 x/B wfB/N X 178 48 0.67543 4866 322 277
Eukaryotic translation initiation factor B (elF-B), putative L.m. chr 36 LmjF36.0390 x40 27 5.1 0.69443 5520 313
elongation factor TU, putative L.m. chr 18 LmjF15.0740 X X [EC:3.6.5.3] 515 7.0 0.79268 7964 258 126, S5P_7603
ribosomal proteins
405 ribosomal protein 52 Lom. chr 18 LimjF 19,0060 ¥ Wi M 207 9.5] 074646 7446 ¥ 211, 212, S5P_9308
405 ribosomal protein 52 Lom. chr 32 LimjF32.0450 Wi M 207 96| 0.74550 7431 211, 212, S5P_9308
403 ribogornal protein 53, putative L.m. chr 15 LrnjF15.0950 ® ¥ 2445 98 0.795871 7997 ¥ ¥
403 ribogsoral protein 53, putative Leishmania major chr 33 LnjF33.0920 ® ¥ 2445 98 0.50624 G035 ¥ ¥
403 ribogomal protein 533, putative L.m. chr 35 LrnjF35.0400 ® ¥ 30.00 10.3 0.535686 G165 ¥ ¥
403 ribogomal protein 53, putative Leishmania major chr 35 LrmnjF35.0410 ® ¥ 30.00 10.3 0.535686 G164 ¥ ¥
403 ribogomal protein 53, putative Leishmania major chr 35 LnjF35.0420 ® ¥ 30.00 10.3 0.535686 G166 ¥ ¥
403 ribogomal protein 54, putative L.m. chr 13 LnjF13.1220 ® ¥ 30,7 10.3 0.85722 G224 ¥ ¥
403 ribogomal protein 54, putative Leishmania major chr 13 LrnjF13.1230 ® ¥ 30,7 10.3 0.85722 G225 ¥ ¥
403 ribogomal protein 535 L. chr 11 LrnjF11.0960 ® 21.3] 10.2 0.79806 7994 ¥
403 ribogomal protein 55 Leishrmania major chr 11 LrnjF11.0970 ® 21.3] 10.2 0.79806 7995 ¥
RPSE 405 ribosomal protein 56, putative L. chr 21 LrnjF21.1780 #/F i ¥ 26.3] 115 0.50314 G023 ¥ ¥
403 ribogomal protein 56, putative Leishmania rmajor chr 35 LmjF35.2010 # 4 ¥ 26.3] 115 0.50533 G034 ¥ ¥
ribogormal protein 57, putative Lm. chr 1 LrnjFO1.0410 ® ¥ ® 237 1141 0.86357 G234 ¥ ¥
ribosormal protein 57, putative Leishrmania major chr 1 LrmjF01.0420 % ¥ % 237 111 0.86387 5235 ¥ ¥
405 ribosornal protein 58, putative L.m. chr 24 LmjF24.2070 % ¥ 248 11.3 0.76828 7765 ¥ ¥
405 ribosornal protein 58, putative Leishmania major chr 24 LrmjF24.2080 % ¥ 248 11.3 0.76828 7766 ¥ ¥
A0S ribosoral protein 59, putative L.m. chr 7 LrmjFO7.06580 % 2.1 10.7 0.82766 5137 ¥
405 ribosornal protein 59, putative Leishmania major chr 36 LmjF36.1250 % 2.1 10.7 0.80845 5047 ¥
40s ribogomal protein 510, putative L.m. chr 36 LmjF36.0950 % 18.6] 105 0.73757 7275 ¥
A0s ribosomal protein 10, putative Leishrmania major chr 36 LrmjF36.0990 % 18.6] 105 0.73343 7191 ¥
ribosomal protein 511 homolog L.m. chr20 LrmjF20. 1650 % 16.3| 10.9 0.83212 5160 ¥
405 ribosormal protein S11, putative Leishmania major chr 21 LmjF21.1550 % 16.3| 10.9 0.83212 5159 ¥
405 ribogomal protein 512, putative Lom. chr 13 LimjF13.0570 OiG w i M 156] 48| 069028 626 347 281, S5P 1107
A40s ribogomal protein 513, putative L.m. chr 19 LmjF19.0390 % 174 116 0.81751 5093 ¥
40s ribosomal protein 513, putative Leishmania major chr 19 LmjF33.3150 % 174 116 0.81253 5073 ¥
405 ribosomal protein 514 Lm. chr 28 LmjF28.0960 ®/F 15.6] 10.3 0.74056 7335 ¥
405 ribosornal protein 515, putative Lom. chr 22 LmjF22.0420 % 17.4| 10.2 0.81994 5118 ¥
405 ribosornal protein 515, putative Leishmania major chr 22 LmjF22.0460 % 17.4| 10.2 0.81994 g117 ¥
405 ribosornal protein S15a, putative L.m. chr 11 LrmjF11.1190 % ¥ 147 989 0.81929 g114 ¥ ¥
405 ribosornal protein S15a, putative Leishmania major chr 29 LmjF29.1800 % ¥ 147 989 0.81085 5067 ¥ ¥
405 ribosornal protein 516, putative L.m. chr 26 LmjF26.08580 X 16.7| 10.2 0.83206 8157 %
405 ribosornal protein 516, putative Leishmania major chr 26 LmjF26.0890 X 16.7| 10.2 0.83206 5158 %
40s ribosomal protein 517, putative L.m. chr 28 LmjF28.2555 X 16.5| 10.8 0.85400 5216 %
A0s ribosomal protein 17, putative Leishrmania major chr 28 LmjF28.2560 X 16.5| 10.8 0.85400 5217 %
405 ribosornal protein 518, putative L.m. chr 36 LrmjF36.0940 X 17.4| 105 0.82193 5124 %
405 ribosormal protein S18-like protein L.m. chr 28 LrmjF29. 2860 X % 18.1] 10.8 0.77585 7849 % %
A0S ribosornal protein S18-like protein Leishmania major chr 28 LmjF34.2780 X % 18.1] 10.8 0.75667 7610 % %
ribosaormal protein 520, putative Leishmania major chr 28 LmjF28.1010 X 13.00 98 0.86188 5233 376
ribosarmal protein 520, putative L.m. chr 28 LmjF28.1030 X 13.00 98 0.86188 5232 376
405 ribosornal protein 521, putative L.m. chr 11 LrmjF11.0760 X 17.00 11.4 0.78709 7934 %
A0S ribosormal protein 521, putative Leishmania major chr 11 LrmjF11.0780 X 17.00 11.4 0.78709 7935 %
405 ribosornal protein 523, putative L.m. chr 21 LrmjF21.1060 X % 159 10.7 0.77132 7802 % %
A0S ribosormal protein 523, putative Leishmania major chr 21 LmjF21.1070 X % 159 10.7 0.77132 7803 % %
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SZ4E 40s ribosomal protein s24e L.m. chr 36 LrmjF36.2860 158 11.1 0.83144 5152 X

S24E 40s ribosomal protein s24e Leishmania major chr 36 LmjF36.25870 158 11.1 0.53144 5153 X

tibosornal protein 25 Lm. chr 25 LinjF25.1150 €I F 13.0] 1041 0.508590 8057 ¥

40s ribosomal protein s27-1, putative L.m. chr 36 LmjF36.3750 b 98 87 0.80630 5039 377

533 405 ribosomal protein 533, putative Leishmania major chr 26 LmjF26. 1630 X 97| 98 0.74817 7485 377

533 405 ribosornal protein 533, putative L.m. chr 26 LinjF26.1640 ® 9.7 98 0.74817 7484 377

405 ribosormal protein SA, putative L.m. chr 36 LmjF36.5010 wiF F ZFa 77 0.85267 5214 X

405 ribosomal protein SA, putative Leishmania major chr 38 LmjF36.5120 X FrE- 1N 0.55730 5226 X

405 ribogomal protein L14, putative L.m. chr22 LinjF22.1520 ® ¥ 19.9] 10.5 0.52851 8146 ¥ ¥
405 ribosormal protein L14, putative Leishmania major chr 22 LmjF22. 1560 b X 19.9] 105 0.82545 5129 X X
ribosomal protein L1a, putative L.m. chr 29 LmjF29.1090 X X 41.00 11.7 0.58433 5255 X X
GOS ribogomal protein L2, putative L. chr 32 LinjF32.3900 ® ¥ 28.3| 10.7 0.54542 8196 ¥ ¥
B0S ribosornal protein L2, putative Leishmania major chr 35 LmjF35.1420 % Z8.3| 107 0.72633 7015 %
BO0S ribosomal protein L2, putative Leishmania major chr 35 LmjF35.1430 X X 28.3) 107 0.53965 5180 X X
GOS ribogomal protein L2, putative Leishmania major chr 35 LinjF35.1440 ® 28.3| 10.7 0.53865 8181 ¥

ribosaormal protein 13, putative L.m. chr 32 LmjF32.3130 X % 475 11.1 0.85192 5210 % %
ribosomal protein 13, putative Leishmania major chr 34 LmjF34.25370 X X 475 111 0.55192 5213 X X
tibosornal protein I3, putative Leishrmania major chr 34 LinjF34.28580 ® ¥ 475 1141 0.85192 5209 ¥ ¥
ribosaornal protein 13, putative Leishmania major chr 34 LmjF34.2890 X % 475 11.1 0.85192 5211 % %
ribosomal protein 13, putative Leishmania major chr 34 LmjF34.2900 X X 475 111 0.55192 5212 X X
GOS ribogomal protein 15, putative L.m. chr 35 LinjF35.18580 ERAL ¥ 34.00 10.0 0.55152 8251 ¥ ¥
605 ribosormal protein 15, putative Leishmania major chr 35 LmjF35.1890 | % 36.6| 10.0 0.86111 5231 % %
BO0S ribosomal protein 15, putative Leishmania major chr 35 LmjF35.1900 wi M X 34.0) 10.0 0.57855 5249 X X
BO0S ribosormal protein L7, putative L.m. chr 26 LmjF26.0170 X X 28.8| 105 0.50142 8013 X X
B0S ribosornal protein L7, putative Leishmania major chr 26 LmjF26.01580 X % Z5.8| 105 0.80534 5035 % %
BO0S ribosomal protein L7 a, putative L.m. chr 7 LmjFO7.0500 xiF X 29.7] 108 0.52040 5122 X X
BO0S ribosormal protein L7 a, putative Leishimania major chr 7 LmjFO7.0510 X X 29.7| 108 0.51548 5034 X X
B0S ribosornal protein L9, putative Leishmania major chr 30 LmjF30.3340 X 215 98 0.78657 7928 %

B0S ribosomal protein L9, putative L.m. chr 21 LmjF21.1050 X 215 898 0.79350 7965 X

LIL10 B0S ribosomal protein L10, putative L.m. chr 4 LimjF04.0750 X X 24.5) 108 0.52411 8127 X X
LIL10 BOS ribosomal protein L10, putative Leishmania major chr 4 LrmjF04.0950 % ¥ 24.5) 108 0.582442 5128 ¥ ¥
B0S ribosomal protein L10a, putative L.m. chr 18 LmjF15.0620 X 245 98 0.54744 5205 X

RPL10a 605 ribosomal protein L10a, putative Leishrmania major chr 36 LmjF36.3760 X 245 98 0.86027 5228 X

B0S ribosormal protein L11 (L5, L16) Leishmania major chr 4 LmjF22.0030 % 21.6| 10.0 0.80210 5017 ¥

BOS ribosomal protein L11 (L5, L16) L.m. chr 4 LmjFO04.0470 X 216 10.0] 0.79453 7974 H

BO0S ribosormal protein L12, putative L.m. chr24 LmjF24.2210 X X 175 98 0.75670 7B11 X X
605 ribosormal protein L12, putative Leishmania major chr 24 LmjF35.2190 % ¥ 17.5] 98 0.76555 7738 ¥ ¥
B0S ribosomal protein L13, putative L.m. chr 29 LmjF28. 2450 X X 247 108 0.50747 5042 X X
B0S ribosormal protein L13, putative Leishmania major chr 29 LimjF29.2470 X X 24.7| 108 0.51148 5068 X X
G05 ribosornal protein L13a, putative L.m. chr 15 LrmjF15.0200 % ¥ 254 108 0.80201 8015 ¥ ¥
B0S ribosomal protein L13a, putative Leishmania major chr 34 LmjF34.0860 X X 254 107 0.50810 5045 X X
BO0S ribosomal protein L17, putative L.m. chr 24 LmjF24.0040 * X 191 107 0.53504 5179 X X
E05 ribosornal protein L17, putative Leishmania major chr3 LmjF32.0430 % ¥ 194 10.7 0.82390 5126 ¥ ¥
B0s ribosomal protein 115, putative L.m. chr 13 LmjF13.0560 X X 220 1168 0.795922 5003 X X
RPL15 B0s ribosomal protein [18, putative Leishmania major chr 38 LmjF36.4510 * X 220 118 0.50552 8037 X X
G05 ribosornal protein L18a, putative L.m. chr 32 LmjF32.08580 % ¥ 20.8) 103 0.81682 5089 ¥ ¥
B0S ribosomal protein L18a, putative Leishmania major chr 35 LmjF35.0600 X X 20.5) 10.3 0.50495 5031 X X
BO0S ribosomal protein L19, putative L.m. chrB LmjF06.0410 * X 288 11.4 0.581957 8115 X X
BOS ribosomalprotein [21, putative L . chr 34 LrmjF34.3650 % ¥ 18.0] 105 0.79900 5002 ¥ ¥
B0S ribosomalprotein 121, putative L.m. chr 16 LrmjF16.0460 b X 18.0] 105 0.80243 5021 X X
BO0S ribosomal protein L23, putative L.m. chr 35 LmjF35.3790 x/F 14.9] 101 0.74788 7477 X

BOS ribosomal protein 23, putative Leishrmania major chr 35 LrnjF35.3600 ® 14.9] 101 0.74758 7476 ¥

B0S ribosornal protein 1233, putative L. m. chr B LmjF06.0570 b 16.3| 105 0.76552 7735 X

B0S ribosomal protein L23a, putative Leishmania major chr B LmjFOB.0580 * 16.3| 10.5 0.76552 7736 X

ribogormal protein L24, putative L.m. chr 36 LnjF36.1070 ® ¥ 146| 11.6 0.56802 G242 ¥ ¥
ribosaormal protein L24 | putative Leishmania major chr 36 LrmjF36.1100 b X 146 116 0.865902 5241 X X
B0S ribosomal protein L26, putative Leishmania major chr 24 LmjF35.1670 * X 16.2| 10.8 0.50453 5030 X X
BOS ribogomal protein L26, putative L.m. chr24 LinjF24.2050 ® ¥ 16.2| 10.8 0.50206 8016 ¥ ¥
ribosamal protein L27, putative L.m. chr 32 LmjF32.2690 b X 154 11.7 0.83160 5154 X X
ribosomal protein L27, putative Leishmania major chr 32 LmjF32.2710 X X 154 11.7 0.53160 5155 X X
BOS ribogomal protein L27AAL29 putative Lom. chr 35 LinjF35.53760 ® ¥ 16.1] 10.4 0.77834 7870 ¥ ¥
B0S ribosornal protein L27ASL29, putative Leishmania major chr 35 LmjF35.3780 b X 16.1] 10.4 0.79980 5006 X X
BO0S ribosomal protein 128, putative L.m. chr 11 LmjF11.1110 X 16.2| 122 0.79559 7977 X

GOS ribogomal protein 28, putative Leishmania major chr 11 LrnjF11.1130 ® 16.2] 12.2 0.795589 7978 ¥

B0S ribosormal protein L30 L.m. chr 35 LmjF35.0240 b 11.3] 97 0.77786 7862 X 377

BO0S ribosomal subunit protein L31, putative L.m. chr 35 LmjF35.3280 X 21.2) 11.2 0.56106 5229 X
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BO0S ribosomal subunit protein L31, putative Leishmania major chr 35 LmjF35.3290 X 21.2) 11.2 0.56106 5230 X

RPL32 B0% ribosomal protein L32 L.m. chr 21 LmjF21.1720 X 154 11.3 0.74951 7504 X

BO0S ribosomal protein L32 Leishmania major chr 35 LmjF35.2050 X 154 11.3 0.76978 7786 X

BO0S ribosomal protein L34, putative L.m. chr 18 LmjF15.1400 X X 19.3] 123 0.50897 5040 X X

BO0S ribosomal protein L34, putative Leishmania major chr 36 LmjF36.3740 X X 19.3] 123 0.78231 7896 X X

BOS ribosomal protein L35, putative L.m. chr 26 LmjF26.2330 X X 152 11.3 0.55447 5219 X X

BO0S ribosomal protein L35, putative Leishmania major chr 26 LmjF26.2340 X X 152 11.3 0.55447 5218 X X

ribosomal protein 135a, putative L.m. chr 10 LmjF10.0070 X X 164 11.8 0.72931 7038 X X

ribosomal protein 135a, putative Leishmania major chr 34 LmjF34.2470 X X 164 11.8 0.73890 7295 X X

BO0S ribosomal protein 136, putative L.m. chr 35 LmjF35.1920 X 11.9] 11.3 0.70556 B316 X

BO0S ribosomal protein L37a, putative L.m. chr 21 LmjF21.1820 X X 10.3] 11.8 0.75743 7623 X X

BO0S ribosomal protein L37a, putative Leishmania major chr 21 LmjF36.1925 X X 10.3] 11.8 0.73114 7129 X X

ribosomal protein L33, putative L.m. chr 3 LmjF03.0250 X X 9.4| 104 0.51964 5116 X X

ribosomal protein 138, putative Leishmania major chr 26 LmjF26.2220 X X 9.4| 104 0.50857 5048 X X

BO0S acidic ribosomal protein p2 Leishmania major chr 15 LmjF15.1203 X I 1.0 42 0.75577 7590 353

BO0S acidic ribosomal protein p2 L.m. chr 15 LmjF15.1207 X I 1.0 42 0.75577 7589 353

LIP BDS acidic ribosomal protein P2, putative L.m. chr 30 LmjF30.3720 X 106 43 0.72174 6358 356

BO0S acidic ribosomal subunit protein, putative Leishmania major chr 27 LmjF27.1380 X 34.8) 50 0.51864 5110 127

BO0S acidic ribosomal subunit protein, putative L.m. chr 27 LmjF27.1390 X 34.8) 50 0.51864 5109 127

ribonucleoprotein p18, mitochondrial precursor, putative L.m. chr 15 LmjF15.0280 x/F X 21.3| B7 0.56451 5236 350 SSP_2101
protein degradation

acetylomithine deacetylase-like protein Lm. chr7 LnjFO7.0270 ®IF [EC:3.5.1.16] 428 57 0.75306 7547 196

aminopeptidase P, putative L.m. chr 35 LinjF35.2350 ®IF [EC:3.4.11.9] 536| 56 0.76581 7741 195

aminopeptidase, putative L. chr 11 LrnjF11.0630 ® [EC:3.4.11.-] 571 BO 0.78873 7945 70

aminopeptidase, putative L.m. chr 19 LrnjF19.0160 ® [EC:3.4.11.-] 4245 58 0.74017 7327 ¥

aminopeptidase, putative L.m. chr 29 LnjF29.2240 €I F [EC:3.4.11.-] 96.3] 58 0.72221 BE7S ¥

aspartyl aminopeptidase, putative metallo-peptidase, Clan MH, Farmily k20 L] 25\ 22150 i |IEC84 1] By G DBE 50

ATP-dependent zinc metallopeptidase, putative L.m. chr 18 LmnjF158.0610 ® 649 B.O 0.69516 55850 162

carboxypeptidase, putative L.m. chr 13 LrnjF13.0090 ® w [EC:3.4.17.19] a7.00 57 0.74278 7371 ¥ 45
carboxypeptidase, putative L.m. chr 33 LmjF33.2540 # 4 Ml [EC:3.4.17.19] 5700 56 0.74861 7491 173

Eszyc;r%?xﬁ;pé%issg (B, (Uit il epidkne, Gk S, LimiF18.0450 F Ec34185/3 518 53| o72d07|  Bos3

dipeptidyl-peptidase lll, putative L.m. chr S LrnjFO05.0960 ® [EC:3.4.15.9] 759 53 0.79790 7992 ¥

hslvu complex proteolytic subunit-like Lom. chr 36 LrnjF36.3950 ® ¥ [EC:3.4.25.-] 233 57 0.66553 4297 316 233
methionine aminopeptidase 2, putative L.m. chr 21 LrmjF21.0840 % [EC:3.4.11.18] 51.2] BS 0.75319 7551 252

methionine aminopeptidase, putative L.m. chr 18 LrmjF19.0550 % [EC:3.4.11.18] 448 6O 0.70713 6358 178

oligopeptidase b Lm. chr9 LimjFO8. 0770 W/ F [EC:3.4.21.83] G028 56| 075472 7911 25

peptidase, putative L.m. chr 31 LrmjF31.3090 % 1236 5.2 0.69727 5245 ¥

peptidase m20/m25/m40 family-like protein LmjF31.1890 A 6200 58 0.77619 7854

peptidase M20M256/0440, putative LimjF33. 1610 il 816| 56| 0.73352 7192

peptidyl-dipeptidase, putative L.m. chr 2 LmjF02.0740 % [EC:3.4.15.5] 765 58 0.74448 7410 ¥

prolyl oligopeptidase, putative L.m. chr 36 LmjF36.6750 % [EC:3.4.21.83] 78.2] &6 0.71472 6643 31

ritochondrial processing peptidase alpha subunit, putative Lom. chr 13 LmjF13.0870 x/BIF ¥ [EC:3.4.90.41/ 5.7 77 0.75355 7560 255 125
metallo-peptidase, Clan ME, Family M16 [Leishmania infanturn JPCS] gil146050520 ¥ 57.8| &1 (=]
ritochondrial processing peptidase alpha subunit, putative Lom. chr 21 LmjF21.0340 ®/B ¥ 514 7.3 0.78580 7923 259 129,130, 131
ritochondrial processing peptidase alpha subunit, putative L m. chr 33 LmjF33.2610 ®/B 53.1 b6.5 0.72368 6242 247

mitochondrial processing peptidase, beta subunit, putative L.m. chr 35 LmjF35.1380 % ¥ [EC 3.4.24 B4] 545 6.4 0.77932 7869 ¥ 246 127,128
mitochondrial processing peptide beta subunit, putative L.om. chr 1 LrmjF01.0650 % [EC 3.4.24 B4] 55.1 b.1 0.79995 5007 169

ubiguitin-conjugating enzyme protein, putative L.m. chr 32 LmjF32.0960 % [EC:6.3.2.19] 298| 48 0.69827 5987 123

ubiguitin-conjugating enzyme-like protein L.m. chr 13 LrmjF13.1580 x40 ¥ [EC:6.3.2.19] 16.1 5.8 0.68663 5424 362 S5P_5104
ubiguitin-conjugating enzyme E2, putative L.m. chr 35 LrmjF35.1300 F ¥ /N [EC:6.3.2.19] 16.6] B.1 0.69363 5779 S5P_4106
uh?qu?t?n-cnnjugating .enzyme.EZ putative; ubiguitin-protein ligase, putative; LmiFO7. 0550 F [ECE.32.13 /6 199 51 0.66597 4318

ubiguitin carrier protein, putative

ubiguitin-fusion protein L.m. chr 31 LmjF31.1900 % 147 99 0.91927 5290 289
ubiguitin-fusion protein Leishmania major chr 31 LmjF31.2030 % 147 99 0.91927 5291 289
proteasome activator protein pa26, putative L.m. chr 35 LmjF35.0750 | ® Il 24.1 52 0.68674 5435 328 S5P_4102
proteasome alpha 1 subunit, putative L.m. chr 35 LmjF35.4850 X [EC:3.4.251] 272 BB 0.75521 7581 234

proteasome alpha 1 subunit, putative L.m. chr 36 LrmjF36. 1600 X % [EC:3.4.251] 296 52 0.70579 6315 145 230
proteasome alpha 2 subunit, putative L.m. chr 21 LmjF21.1700 x40 /N [EC:3.4.251] 25.1 57 0.60191 1028 318 S5P_4107
proteasome alpha 3 subunit, putative L.m. chr 14 LmjF14.0310 x4 A [EC:3.4.251] 32.1 5.3 0.73164 7140 146

proteasome alpha 5 subunit, putative L.m. chr 21 LmjF21.1830 x4 A /N [EC:3.4.251] 268 54 0.70826 65396 148 232
proteasome alpha 7 subunit, putative L.m. chr 27 LmjF27.0190 X B [EC:3.4.251] 256 58 0.69035 5630 225

proteasome beta B subunit, putative L.m. chrb LrmjF06.0140 X [EC:3.4.251] 278 BS 0.78016 7881 268

RPTE proteasome regulatory ATPase subunit L.m. chr 36 LrmjF36.4360 x /B 456 2.1 0.70877 6414 151
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proteasome regulatory ATPase subunit 1, putative LmjF22.0570 F 490 6O 0.74712 7457

proteasome requlatory ATPase subunit 5, putative Leishmania major chr 22 LmjF22.0620 ¥ * 85 57 074550 7430 182 56

proteasome regulatory non-ATP-ase subunit 3, putative L.m. chr 27 LmjF27. 1460 X 378 EBE 0.69932 6035 X

proteasome regulatory non-ATP-ase subunit 5, putative L.m. chr 21 LmjF21.0760 X [EC:3.4.25.1] 542 &8 0.70126 B115 X

proteasome regulatory non-ATP-ase subunit, putative L.m. chr 18 LmjF19.1120 X 465 B3 0.74817 7432 X

proteasorne regulatory hon-ATP-ase subunit, putative LinjF32.2820 ] 6.4 51 0.74772 7472

cyclin 1, putative L. chr 9 LinjFO09.0600 ® 3|7 58 0.67024 4586 214

amino acid metabolism

2Z-oxoisovalerate dehydrogenase beta subunit, mitochondrial precursor, LmiF35.0050 M [EC1.2.44] 98| B3 0 E4E11 3140 210

putative L.m. ch

2-oxoisovalerate dehydrogenase alpha subunit, putative Lm. chr 21 LmjF21.1430 X [EC:1.2.4.4] 53.3] 58 0.70429 B256 154

3-methylcrotonoyl-CoA carboxylase beta subunit, putative L. chr 11 LrnjF11.0550 ® [EC:E.4.1.4) 58.3] 86 0.73004 7102 g2

adenylosuccinate lyase, putative L. chr 4 LinjFO4.0450 ® [EC:4.3.2.2] 537 BO 0.75B646 7E05 ¥

alaning aminotransferase, putative L.m. chr 12 LrnjF12.0630 ® B [EC:2.6.1.21] 95.00 56 0.7000%2 BO05g 170

aminoacylase, putative L.m. chr 20 LrmjF20.1550 ®/F [EC:3.5.1.14] 435 &6 0.68176 5206 196

aminoacylase, putative Leishmania major chr 20 LrmjF20.1560 b [EC:3.5.1.14 7 3 428 54 0.71248 b566 111

aminoacylase, putative L.m. chr 20 LmjF20.1570 X [EC:3.5.1.14] 45.1 5.3 0.72087 6831 111

CY¥ 5B cystathionine beta-synthase L.m. chr 17 LmjF17.0250 X [EC:4.2.1.22] 392 &8 0.72964 7097 189

cystathione gamma lyase, putative L. m. chr 35 LmjF35.3230 x/F [EC:2.5.1.48] 445 BS 076112 7638 23

cysteine synthase, putative L.m. chr 36 LmjF36.3590 X X [EC:2.5.1.47] 354 BB 0.6BE96 4375 220 96
delta-1-pyrraline-5-carboxylate dehydrogenase, putative L. chr 3 LinjFO3.0200 ® ¥ [EC:1.51.12 /1 E1.9] 83 0.77560 7872 ¥ 253 121

d-isormer specific 2-hydroxyacid dehydrogenase-like protein Lm. chr 34 LinjF34.1410 ® ] 3E9 53 0.65785 5495 ¥

glutarnate dehydrogenase Lom. chr 15 LrmnjF15.1010 ® ¥ [EC:1.4.1.3] 11500 7.6 0.78227 7895 ¥

glutarnate dehydrogenase, putative Lm. chr 28 LmjF258.2910 ® ¥ [EC:1.4.1.4] 491 B.3 076117 7689 187 [&5]

glutamine synthetase, putative L.m. chr B LmjF06.0370 X % [ECB.3.1.2] B0.1 6.6 0.56684 346 200 53

propionyl-coa carboxylase beta chain, putative L.m. chr 28 LmjF28.0490 X [ECE.4.1.3] 56.7| 88 0.74422 7400 107

isovaleryl-coA dehydrogenase, putative L.m. chr 27 LmjF27.0930 X [EC:1.3.89.10] 447 8.2 0.71768 5737 X 278

proline oxidase, mitochondrial precursor-like protein L.m. chr 26 LmjF26.1610 X [EC:1.5.1.12 /11 B35 92 0.74320 7378 X

putative phenylalanine-4-hydroxylase, putative L.m. chr 28 LmjF28.1280 X [EC:1.14.16.1] 514 B.1 0.72468 B968 177

S-adenosylhomocysteine hydrolase L.m. chr 36 LmjF36.3910 xIBSIFSM x/B [EC:3.3.1.1] 478 &7 077718 7858 X 157 SSP_4617

setine hydroxymethyltransferase, putative Lm. chr 14 LinjF14.1320 ® [EC:2.1.2.1) S06| B4 0.73275 7175 245

:Etc;\i:;u'l-l_c;A:S-ketoacid-coenzyme A transferase, mitochondrial precursor, LimiF33.2340 M « [EC2.835] 35 79 0.70892 5351 244, 247, 245 128
pyrroline-5-carboxylate reductase LmjF13. 1680 il [EC:1.5.1.2] 287 BB 0.56645 341

aspartate aminotransferase, putative LmjF24.0370 D [EC:2.6.1.1] 477 83 0.668721 5455

aspartate aminotransferase, putative LmjF35.0820 D [EC:2.6.1.1] 450 BB 0.72158 6850

Z-nitropropane dioxygenase, putative; Lind34.0630 LmjF34.0610 F [EC:2.6.1.1] 338 88 0.67353 4772

cytoskeleton

alpha tubulin L.m._chr 13 LmjF13.0280 “/BIAIDIF | /BiFFN ® 497| 48| 081825 5105 (91,594,895, 143 22,23,24,228, 315
alpha tubulin Leishmania major chr 13 LmijF13.0220 wW/BIAID wiB AN ® 497| 48| 081825 5102 W [91,94,95,143 22,23,24 228,315
alpha tubulin Leishmania major chr 13 LmjF13.0300 */BIASD w BN 3 497 49 081825 8100 H 91,94,95 143 22,23, 24 228, 315
alpha tubulin Leishmania major chr 13 LmjF13.0310 xiBIAID wiBIN X 49.7 4.9 0.81825 8104 X 91, 94, 95 143 22, 23,24, 228,315
alpha tubulin Leishmania major chr 13 LmjF13.0320 *xfBIAID xiBIN E 49.7 4.9 0.81825 8099 X 91, 94,95 143 22, 23, 24 228, 315
alpha tubulin Leishrnania major chr 13 LmjF13.0330 “/BIA/D wiB AN ¥ 497 458] 0.81825 8101 ¥ (91,94, 95,143 22,23,24 228,315
alpha tubulin Leishrnania major chr 13 LimjF13.0340 “/BIAID wiB AN ¥ 497 48] 0.81825 8107 W (91,94, 895,143 22,23,24 228,315
alpha tubulin Leishrmania major chr 13 LimjF13.0350 W/ BIAMD Wi BN ¥ 497 48] 0.81825 G106 ¥ (91,94, 95,143 22,23,24 228,315
_alpha tubulin Leishrania major chr 13 LimjF13.0360 “/BIAID Wi BN ® 497 48] 081825 G095 6 (91,94, 95, 143 22,23, 24 228,315
alpha tubulin Leishmania major chr 13 LmjF13.0370 wW/BIAID wiB AN ® 497| 48| 081825 5108 W [91,94,95,143 22,23,24 228,315
alpha tubulin Leishmania major chr 13 LmjF13.0350 wW/BIAID wiB AN X 497| 48| 081825 5097 W [91,94,95, 143 22,23,24 228,315
alpha tubulin Leishmania major chr 13 LmjF13.0350 X X X 497 49 081825 8103 X 891 94 95 143 22, 23,24 228, 315
beta tubulin L.m. chr8 LmjFO08.1230 «/B/D/F wFB AN 497 47] 084124 8192 ¥ (90,118,133, 135 78,314, S5P_1305
beta tubulin Leishrmania major chr 21 LmjF21.1860 *x/B/D xfBFN 49.8 4.7 0.84514 8207 90,119,135 20,75, 221, 55P_1305
beta-tubulin Leishrmania major chr 33 LimjF33.0792 ¥ ¥ 497 47] 0.83841 8177 ¥ (90,94, 119,133,135 78, S5P_1305
beta-tubulin Leishmania major chr 33 LimjF33.0794 ¥ ¥ 497 47 084113 8187 ¥ (90,94, 119,133,135 78, S5P_1305
beta-tubulin Leishmania major chr 33 LimjF33.0795 ® b 497 47 0.63841 G174 #9094, 119,133, 135 7o, S5P 1305
beta-tubulin Leishmania major chr 33 LmjF33.0723 ® b 497 47] 084113 5185 ¥ [90,94,119,133,135 78, S5P_1305
beta-tubulin Leishmania major chr 33 LmjF33.0800 X H 497 47| 0.83841 5173 W [90,94,119,133,135 75, S5P_1305
beta-tubulin Leishmania major chr 33 LmjF33.0802 X X 497 47 0.83841 8174 X 80,94, 119, 133, 134 78, 55F 13058
beta-tubulin Leishmania major chr 33 LmjF33.0304 X X 49.7 4.7 0.84113 81849 X S0, 94,119, 133, 136 78, 55F 13058
beta-tubulin Leishmania major chr 33 LmjF33.0308 ke ® 49.7 4.7 083841 8178 ® 90,94, 119, 133, 135 78, 55F 1305
beta-tubulin Leishrmania major chr 33 LimjF33.0303 ¥ ¥ 497 47 084113 8190 ¥ (90,94, 119,133,135 78, S5P_1305
beta-tubulin Leishmania major chr 33 LmjF33.0810 ¥ ¥ 497 47] 0.83841 8171 ¥ [90,94, 119,133,135 78, S5P_1305
beta-tubulin Leishmania major chr 33 LimjF33.0812 ¥ ¥ 497 47 0.636841 G172 ¥ (90,94, 119,133, 135 78, S5P_1305
beta-tubulin Leishmania major chr 33 LmjF33.0814 ® b 497 47| 0.83841 8170 ¥ [90,94,119,133,135 78, S5P_1305
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beta-tubulin Leishmania major chr 33 LmjF33.0818 X X 49.7 4.7 0.84113 8186 X S0, 94,119, 133, 136 78, 55F 13058
beta-tubulin Leishmania major chr 33 LmjF33.0818 X X 49.7 4.7 083841 8176 X S0, 94,119, 133, 136 78, 55F 13058
beta-tubulin Leishmania major chr 33 LmjF33.0818 X X 49.7 4.7 0.84113 8191 X S0, 94,119, 133, 136 78, 55F 13058
beta-tubulin Leishmania major chr 33 LmjF33.0320 /B0 xiBIN 49.7 4.7 0.84113 8188 X 90,94, 119,133, 135 78, 55F 1305
cytoskeleton-associated protein CAPS.5, putative cysteine peptidase, Clan LmiF31 0440 M son| &2 071438 BE29
CA, family C2, putative
paraflagellar rod component, putative L.m. chr 9 LmjF09.1320 X B5.2| 52 0.72863 7073 19
paraflagellarrod protein 2C L.m. chr 16 LmjF16.1425 X I X B5.7| 54 0.57909 5250 X
paraflagellar rod protein 2C Leishmania major chr 18 LmjF16.1430 X I X B5.7| 54 0.58191 5252 X
paraflagellar rod protein 10, putative L.m. chr29 LmjF29.1750 x/F B9 53 0.55455 5220 X 101
paraflagellar rod protein 10, putative Leishmania major chr 29 LmjF29. 1760 X B9 53 0.55494 5221 X 101
paraflagellar rod protein 10, putative Leishmania major chr 29 LmjF29.1770 X B9 53 0.55390 5215 X 101
chaperones stress induced proteins
CYP cyclophilin L.m. chr & LimjFO6.0120 ¥ [EC:6.2.1.8] 203 B.E| 074757 7465 365
cyclophilin, putative L. chr 23 LimjF23.0050 ¥ [EC:6.2.1.8] 316 10.0] 0.62543 1976 ¥
CPA cyclophilina Lm. chr 258 LmjF256.0310 €/ 0 [EC: 5.2.1.8] 18.8) 7.7 0.75951 7BE1 ¥ |36
cyclophilin, putative L. chr 33 LimjF33. 1630 Wi M [EC:621.58/6. 241 92| 0.62036 1724 260
stress-induced protein stil L. chrB LrnjFO&.1110 ® ¥ ® B2.1| 589 0.726687 7028 73 39
stress-inducible protein STI homolog Lom. chr 36 LrnjF36.0070 ®/ D ¥ ® 29.00 81 0.695592 25887 ¥ 290 263
chaperonin alpha subunit, putative L.m. chr 32 LmjF32.3270 ® ¥ 991 58 0.76637 7745 ¥ SSP_4616, S5FP_4617
chaperonin TCP20, putative L.m. chr 13 LrnjF13.1660 ®IF wiF 98.9] BS 0.626596 2051 237 E]
chaperonin, putative L.rm. chr 36 LmjF36.6910 ® w 981 5.2 0.65831 2527 53 SS5P_2707
chaperonin containing t-complex protein, putative Lm. chr 32 LrnjF32.1000 # 4 il 99.2] 51 0.75424 7565 10
t-complex protein 1, delta subunit, putative L.m. chr 21 LrnjF21.1090 ® 297 B7 0.61187 G070 ¥
t-complex protein 1, gamma subunit, putative L.m. chr 23 LrmnjF23.1220 ®IF F B0.3| 589 0.73593 7248 158, 159
T-complex pratein 1, beta subunit, putative L.m. chr 27 LnjF27.1260 ®IF ¥ 578 59 0.65266 3534 168 47
prefaldin S-like protein L. chr 22 LnjF22.0670 ® 17.8] &5 0.65372 9283 360
prefaldin-like protein L. chr 26 LrnjF26.13580 ® M 222 B2 0.75857 7647 340
calreticulin, putative LrnjF31.2600 i 451 46 0.75853 7B62
heat shock protein, putative Lom. chr 18 LmjF18.1370 ® w M7 52 0.77001 77a6 20 3
glucose-regulated protein 78, putative L.m. chr28 LrnjF28.1200 ® ¥ ® 1.9 51 0.75456 7573 G8,.9 9,10
heat shock protein-like protein, putative Lm. chr 32 LnjF32.1940 ® 356 50 0.71197 bB545 137
DrAJ domain protein, putative Lom. chr 24 LrnjF24.0520 ¥ 88.9] B2 0.72441 Szl ¥
heat shock protein Dnad, putative Lm. chr 27 LrnjF27.2400 ® ¥ 436 7.0 0.77266 7817 263, 264 140
CPM10 10 kDa heat shock protein, putative L.m. chr 26 LrnjF26.0620 ® ¥ 10.7] 9.0 0.79792 7993 365 268, S5F_7001
CPM10 10 kDa heat shock protein, putative Leishrmania major chr 26 LrmjF26.0640 % ¥ 106 9.0 0.79094 7958 358 286, S5P_7001
chaperonin HspB0, mitochandrial precursor, putative L.m. chr 32 LmjF32.1850 X4 G % 643 B2 0.71787 6744 74
chaperonin HspB0, mitochaondrial precursor L.m. chr 36 LrmjF36.2020 x/FiG xFBSFAMIN 3 601 5.4 0.75602 7596 A7, 48 27, SSP 2607, SSP 2707
chaperonin HspB0, mitochaondrial precursor L.m. chr 36 LrmjF36.2030 K AFAGIM xFBSFAMIN 3 59.3] 53 0.77696 7856 45 46 22 2 28,29, SSP 2707
HSP70.4 heat shock protein 70-related protein L.m. chr 26 LmjF26.1240 G IM x /B % 70.5] 50 0.75203 7893 11,12 16
. G4, 313, S5P_2207,
HSP70 heat-shock protein hsp?l, putative Lm. chr 28 LmjF28.2770 WiAIFIG Wi BN ¥ 716| 53| 0.89236 265 ¥ 16,17, 18 =5P 2708
HSP70 heat-shock protein hsp?0, putative Leishmania major chr 28 LmjF28.2780 AT G xFBANSM 3 716 53 0.89236 8266 ® 16, 17,18 g4, SSP 2207, SSP 2708
heat shock protein 20, putative L.m. chr29 LmjF29.2450 ®/F 17.5] B4 0.69112 5673 364
hegt shoc_k YD-r_eIated protein 1, mitochondrial precursor, putative LimiF30. 2460 W iAIDIF/G|B M ss9 58 0.84081 5182 44
Leishrmania major chr 30
heat shock 70-related protein 1, mitochandrial precursor, putative LmiF30.2470 XIAIDIFIG|x/B/F % 716 57| oo7ozal  ema 41 42,43, 44 11,12, 15, S5°_3714
Leishrmania major chr 30 =
heat shock 70-related protein 1, mitochandrial precursor, putative LimiF30. 2480 XIAIDIG  |x/B % 716| 57| oo7ozal ez 41 42,43, 44 11,12, 15, S5°_3714
Leishrmania major chr 30 =
heat shock 70-related protein 1, mitochandrial precursor, putative LimiF30. 2450 XIAIDIG  |x/B/M % 716| 57| omerre|  en 41 42,43, 44 11,12, 15, S5F_3714
Leishrmania major chr 30
'3’;3‘ shock 70-related protein 1, mitochondrial precursor, putative Lm. shr ) pan Seen WAAIDIG |/E ¥ 708 57| o0ses7e|  exm 41,42, 43, 44 11,12, 15, S5F_3714
heat shock protein, putative L.m. chr 33 LmjF33.2390 % 7200 BB 0.81430 5076 S5P_4808
HSPE3 heat shock protein 83-1 L.m. chr 33 LmjF33.0312 x4 F ¥ B/F/MIN X 805 5.1 0.91584 5277 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0314 X x/B/MIN X 805 5.1 0.91772 5286 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0316 X x/B/MIN X 805 5.1 0.91584 5282 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0318 X x/B/MIN X 805 5.1 0.91573 5273 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0320 X x/B/MIN X 805 5.1 0.91584 5278 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0323 X x/B/MIN X 805 5.1 0.91772 5288 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0326 X x/B/MIN X 805 5.1 0.91584 5283 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0330 X x/B/MIN X 805 5.1 0.91573 5274 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0333 X ¥ /B /M X 805 5.1 0.91584 5275 % % 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0336 X x/B/MIN X 805 5.1 0.91772 5285 % % 17, 311
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HSPE3 heat shock protein 83-1 Leishmania major chr 33 LrmjF33.0340 % x/IB/MIN % 805 &1 0.91584 5279 ¥ ¥ 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0343 b wiB/MIN b 805 5.1 0.91584 5281 X X 17, 311
HSPE3 heat shock protein §3-1 Leishmania major chr 33 LmjF33.0348 X w/B/MIN X 505 A1 0.91554 5280 X X 17, 311
HSPE3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0350 X w/B/MIN X 805 A1 0.91772 5289 X X 17,311
HSP3E3 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0355 X w/B X 805 &1 0.91554 5276 X X 17,311
HSP33 heat shock protein 83-1 Leishmania major chr 33 LmjF33.0360 X x/B/MIN X 805 5.1 0.91554 5254 X X 17,311
HSP83 heat shock protein 83-1 Leishmania major chr 33 LinjF33.0365 ® w/BAMIN ® 805 541 0.91772 8287 ¥ ¥ 17,311
peptidyl-prolyl cis-trang isornerase (cyclophilin-40), putative L. chr 35 LmjF35.4770 ¥ /B [EC:5.2.1.8] 354| 56| 0.72440 B951 185 32
purine and pyrimidine metabolism

5-3' exonuclease, putative L.m. chr B LmjF0B.0260 X [EC:3.1.11.-] 1B6.2| B.8 0.76132 7B X

adenosine kinase, putative L.m. chr 30 LmjF30.0380 X [EC:2.7.1.20] 37.1 5.1 0.74817 7483 125

adenylate kinase, putative L.m. chr 21 LmjF21.1250 X [EC:2.7.4.3] 300 57 0.71744 B727 131

adenylate kinase, putative L. chr 34 LnjF34.0110 ® [EC:2.7.4.3] 244 BB 0.57565 4576 289

adenylate kinase, putative Leishmania major chr 4 LinjFO4.0950 ® [EC:2.7.4.3] 234 59 0.76258 7706 329

thymiding kinagse, putative LrnjF21.1210 B [EC:2.7.1.21] 36| 62 0.73036 7111

APRTASE adenine phosphoribosyltransferase L.m. chr 26 LmjF26.0140 % M [EC:2.4.2.7] 262 70 0.63724 2632 ¥

aspartate carbamoyltransferase, putative L.m. chr 16 LrmjF16.0540 b [EC:2.1.3.2] 353 B2 0.76886 7770 X

nucleoside diphosphate kinase b L.m. chr 32 LmjF32.2950 x/F wfB /N X [EC:2.7.4.6] 166 7.7 0.78273 7899 X 367 295
Eﬁt&:ﬁ:;;e—f;ﬁhssphate decarboxylase/orotate phosphoribosyliransferase, LmiF 16 0550 M [EC4.1.1.23] 95 a9 075865 7650 M

inosine-adenosine-guanosine-nucleoside hydrolase, putative LmjF29.2300 I [EC:3.2.2.1] 365 47 0.67632 4913

hypothetical proteins

hypothetical protein, conserved L.m. chr 2 LrmjF02.0450 b 298| 88 0.75666 7609 X

hypothetical protein, conserved L.m. chr 3 LmjF03.06590 X 2468 6O 0.50895 5051 X

hypothetical protein, conserved L.m. chr 4 LmjF04.0240 X 32.1 7.1 0.69045 5634 254

hypothetical protein, conserved L.m. chr B LmjFO&.1100 X 32.6| 101 0.70862 5342 X

hypothetical protein, conserved L.m. chr 7 LmjFO7.0310 X 89.4) 54 0.70754 6374 22

hypothetical protein, conserved L. chr 7 LinjFO7.0640 ® ] 379 54 0.75399 7907 113, 114

hypothetical protein, conserved L. chr 8 LinjFOg.1100 ® ¥ 4200 82 0.70857 G415 ¥ 277 89,95
hypothetical protein, conserved L.m. chr 8 LrnjFO&. 1260 ® ¥ 115 7.8 0.77862 7E74 390 308, S5P_G008
hypothetical protein, conserved L.m. chr @ LrmjF02.0100 I ¥ 656 53 0.70347 6223 10
hypothetical protein, conserved L.m. chr 10 LmjF10.1110 b 56.2) B3 0.73277 7176 E7

hypothetical protein, conserved L.m. chr 10 LmjF10.1250 X 3652 54 0.64537 5094 150

hypothetical protein, conserved L.m. chr 11 LmjF11.0820 X 375 &8 0.77429 7832 35,65, BB

hypothetical protein, unknown function L.m. chr 13 LmjF13.0200 X 52.2) 80 0.65574 3727 X
hypothetical protein, conserved L.m. chr 13 LmjF13.0450 x4/ F wfF /N 13.3] &3 0.58525 BO7 358 280
hypothetical protein, conserved L. chr 13 LinjF13.1350 ® 909 7B 0.71819 G749 ¥

hypothetical protein, conserved L. chr 14 LinjF14.0150 €I F F 223 4B 0.76438 77 310

hypothetical protein, conserved L.m. chr 14 LrnjF14.0450 ®/ D ¥ 369 50 0.75313 7549 126 |4]
hypothetical protein, conserved L.m. chr 14 LmjF14.0970 x4 F 31.6| 56 0.70740 6370 205

hypothetical protein, conserved L.m. chr 15 LmjF15.0690 b 535 B2 0.66432 4224 236

hypothetical protein, conserved L.m. chr 17 LmjF17.0010 X X 576 87 0.73388 7200 X X
hypothetical protein, conserved L.m. chr 17 LmjF17.0640 X B0.2| 50 0.71450 BE46 15

hypothetical protein, conserved L.m. chr 17 LmjF17.0370 X 454 50 0.64817 3270 96

hypotheticalprotein, unknown function L. chr 18 LinjF18.0520 ® 2898 64 0.76512 7730 ¥

hypothetical protein, conserved L. chr 18 LinjF18.1260 ¥ 346 10.4 0.71671 GE95 ¥
hypothetical protein, conserved Leishrmania major chr 18 LrnjF18.1265 ¥ 34.2] 104 0.72164 G554 ¥
hypothetical protein, conserved Leishmania major chr 18 LmjF18.1270 ¥ 34.2) 104 0.72164 bE53 ¥
hypothetical protein, conserved Leishmania major chr 18 LmjF18.1275 X 34.2) 104 0.71881 6774 X
hypothetical protein, conserved Leishmania major chr 15 LmjF15.12580 X 34.2) 104 0.72179 661 X
hypothetical protein, conserved Leishmania major chr 18 LmjF18.1285 X 34.2| 104 0.72164 5352 X
hypothetical protein, conserved Leishmania major chr 18 LmjF15.1290 X 34.2) 104 0.71881 B775 X
hypothetical protein, conserved Leishmania major chr 18 LmjF15.1300 X 33.2| 104 0.71352 BE07 X
hypothetical protein, unknown function L. chr 18 LinjF18.1640 ® 13.3] &8 0.65053 5150 381

hypothetical protein, conserved L.m. chr 19 LnjF19.0190 WA 16.4] 10.8 0.71047 G451 ¥

hypothetical protein, conserved Leishmania major chr 19 LmjF19.1130 F F b096| 7.3 0.65485 3673

hypothetical protein, conserved L.m. chr 19 LrmjF19.1400 X 6.0 B4 0.758496 7915 334

hypothetical protein, conserved L.m. chr 19 LmjF15.1550 X 454 BS 0.65239 5237 268

hypothetical protein, conserved L.m. chr 21 LmjF21.03580 X 247 80 0.78808 7943 X

hypothetical protein, conserved L.m. chr 21 LmjF21.0430 X 447 9.4 0.73413 7204 X

hypothetical protein, conserved L.m. chr 21 LmjF21.0300 X 24537 7.0 0.75767 7629 X

hypothetical protein, conserved L. chr 23 LinjF22.0300 ® GOG| 5.4 0.71323 591 ¥

hypothetical protein, conserved L. chr 22 LinjF22.0470 ® 448 59 0.70357 G227 186

hypothetical protein, conserved L. chr 22 LnjF22.0730 EEa| % 498 55 0.73788 7279 12,13, 14 50, 51
hypothetical protein, conserved L.m. chr 23 LrmjF23.00580 X 452 53 0.62823 2122 54, 55
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hypothetical protein, unknown function L.m. chr 23 LmjF23.0370 X 14.1 6.8 0.69164 5694 287, S5P_7006
hypothetical protein, conserved L.m. chr 23 LmjF23.1410 x/F 274 83 0.74141 7347 331

hypothetical protein, conserved L. chr 24 LrnjF24.0100 ® 307 9.0 0.63188 2316 30

hypothetical protein, conserved L.m. chr 24 LmjF24.19580 b 298| 88 0.72667 7021 285

hypothetical protein, conserved L.m. chr 24 LmjF24.2110 x/D/F 552 B4 0.78570 7921 241,242,243

hypothetical protein, conserved L. chr 25 LinjF25.0540 ® 323 95 075777 7531 ¥ 300

hypothetical protein, conserved L.m. chr 25 LmjF25.0715 b 31.3] 58 0.56396 316 202

hypothetical protein, conserved L.m. chr 25 LmjF25.1080 X 4900 &8 0.73172 7145 51

hypothetical protein, conserved L. chr 25 LnjF25.1610 ® ¥ 37| B2 0.77353 7821 275 S5P_B408
hypothetical protein, conserved L.m. chr 25 LmjF25.1620 b 167 9.0 0.72966 7095 373

hypothetical protein, conserved L.m. chr 25 LmjF25.2010 w A 303 &8 0.53522 5163 224

hypothetical protein, unknown function Leishmania major chr 25 LinjF25.2020 ® il 328 55 0.75850 746 152

hypothetical protein, conserved L.m. chr 25 LmjF25.2120 X 235 44 0.63423 2467 311

hypothetical protein, conserved L.m. chr 25 LmjF25.2200 X 34.3] 9.3 0.71083 5494 X

hypothetical protein, conserved L. chr 25 LinjF25.2410 ¥ 109.00 7.5 0.73591 7245

hypothetical protein, conserved L.m. chr 26 LmjF26.1310 X 35.8) 104 0.72810 7060 %

hypothetical protein, conserved L.m. chr 26 LmjF26. 1960 X 89.5) 50 0.73061 7114 X

hypothetical protein, conserved L. chr 26 LinjF25.2270 ® 292 57 0.65452 5323 121

hypothetical protein, conserved L.m. chr 27 LmjF27.0650 X 196 97 0.73019 7105 %

hypothetical protein, conserved L.m. chr 27 LmjF27.1020 X 2300 8.1 076217 7702 X

hypothetical protein, conserved L. chr 27 LnjF27.1220 ¥ 6.5 B.A 0.69357 G053 122, S5P_GE03
hypothetical protein, conserved L.m. chr 27 LmjF27.1250 X % 353 58 0.67869 5020 112 177
hypothetical protein, conserved L.m. chr 27 LmjF27.1290 X 415 50 0.60822 1160

hypothetical protein, conserved L.m. chr 27 LmjF27.1300 X 99| 83 0.74400 7395 101, 102
hypothetical protein L.m. chr 28 LmjF28.0860 X 528 70 0.59191 760 %

hypothetical protein, conserved L.m. chr 28 LmjF258.0930 X 455 &7 0.71350 BE610 X

hypothetical protein, conserved L.m. chr 28 LmjF28.2730 X BS55| 59 0.67658 4945 B4

hypothetical protein, unknown function L.m. chr 29 LmjF29.0320 X 366 52 0.70052 6076 97,958,983

hypothetical protein, conserved L.m. chr 28 LmjF28.05870 X X 554| 77 0.635962 277 254 120
hypothetical protein, conserved L.m. chr 29 LmjF29.0920 X 567 98 0.61351 1439 X

hypothetical protein, conserved L.m. chr 29 LmjF29.0940 % §7.00 58 0.68531 5356 ¥

hypothetical protein, conserved L.m. chr 28 LmjF28.2340 X 21.2] 48 0.65676 3805 320

hypothetical protein, conserved L.m. chr 29 LmjF29.2650 X 115.7| EB 0.72505 B350

hypothetical protein L.m. chr 29 LmjF29.2830 345 9.3 0.66131 4039 303

hypothetical protein, conserved L.m. chr 30 LmjF30.0560 3657 &8 0.76636 7747 197

hypothetical protein Lind30.0830 [Leishmania infanturm JPCMS] qi[146093584 X 3w 58 [=t=]
hypothetical protein, conserved L.m. chr 30 LrmjF30.1040 % 29.1 5.4 0.80399 5027 ¥

hypothetical protein, conserved L.m. chr 30 LmjF30.2545 X 118 93 0.61655 1561 X

hypothetical protein, conserved L.m. chr 30 LmjF30.2850 X 13.1 57 0.63205 2332 385

hypothetical protein, conserved L.m. chr 30 LrmjF30.3090 % 353 6.3 0.76208 7695 188

hypothetical protein, conserved L.m. chr 30 LmjF30.3150 x/F 233 &3 0.74253 7365 325

hypothetical protein, conserved L.m. chr 30 LmjF30.3310 * X 408, 53 0.75394 7564 128 =t
hypothetical protein, conserved L.m. chr 30 LrmjF30.36580 % ¥ 508 56 0.658304 5261 ¥ 43, 44
hypothetical protein, conserved L.m. chr 31 LmjF31.2170 X 1396 841 0.60041 952

hypothetical protein, conserved L.m. chr 31 LmjF31.2740 * 514 7.3 0.68013 5100 X

hypothetical protein, conserved L.m. chr 32 LmjF32.01580 % 13.0] 10.4 0.64032 2814 ¥

hypothetical protein, conserved L.m. chr 32 LmjF32.0540 3 Il 574 70 0.758735 7935 40
hypothetical protein, conserved L.m. chr 32 LmjF32.0950 x/F 1022 BA 0.73452 7213 29

hypothetical protein, unknown function L.m. chr 32 LmjF32. 1680 % 157 &0 0.70283 5191 324

hypothetical protein, conserved L.m. chr 32 LmjF32.2180 wiF il 263 56 0.71770 6738 X

hypothetical protein, conserved L.m. chr 32 LmjF32.2260 * 204 55 0.69543 5863 326

hypothetical protein, conserved L.m. chr 32 LinjF32.2500 ® 19.2] 9.8 0.72168 G856 ¥

hypothetical protein, conserved L.m. chr 32 LmjF32.3210 b 242 B2 0.71206 6547 336

hypothetical protein, conserved L.m. chr 32 LmjF32.3610 * 168 8.7 077252 7816 X

hypothetical protein, unknown function Lm. chr 33 LmnjF33.1070 ® 2FT7| 92 0.775592 7850 ¥

hypothetical protein L.m. chr 33 LmjF33.1250 b 36500 B3 0.63580 2556 218

hypothetical protein, conserved L.m. chr 33 LmjF33.1590 * 6.1 9.2 0.70374 6237 X

hypothetical protein, conserved L. chr 33 LinjF33.2800 ® 17.0] 9.8 0.72229 G579 ¥

hypothetical protein, conserved L.m. chr 34 LmjF34.0010 b 336 93 0.61508 1512 X

hypothetical protein, conserved L.m. chr 34 LmjF34.1120 X 294 98 0.63157 2315 X

hypothetical protein, conserved L. chr 34 LinjF34.2580 ® ¥ 226 98 0.69554 55883 ¥ 219, 220
hypothetical protein, conserved L.m. chr 34 LmjF34.2700 wiF 288 54 0.77462 7838 130

hypothetical protein, conserved L.m. chr 34 LmjF34.4600 X il 328 54 0.66673 4360 X

hypothetical protein, conserved L. chr 35 LinjF35.0140 ® ¥ 14.4] 9.8 0.72258 G555 ¥

hypothetical protein, conserved L.m. chr 35 LmjF35.2150 X 45.1 9.8 0.67239 4710

hypothetical protein, conserved L.m. chr 35 LmjF35.3720 X X 0.5 7B 0.71865 E7E7 250 43
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hypothetical protein, conserved L.m. chr 35 LmjF35.4270 b 19.3] 95 0.67334 4760

hypothetical protein, conserved L.m. chr 35 LmjF35.4710 X 78.8] 58 0.56544 332 24
hypothetical protein, conserved L. chr 35 LinjF35.4940 ® 239 98 0.73057 7113

hypothetical protein, conserved L.m. chr 35 LmjF36.04580 b X 261 4.8 0.74672 7450 312 184
hypothetical protein, conserved L.m. chr 36 LmjF36.0560 X 3500 EBS 0.579587 500 230
hypothetical protein, conserved L. chr 36 LinjF36.1150 ¥ 4.5 85 0.69052 5663 S5P_B414
hypothetical protein, conserved L.m. chr 35 LmjF36. 1860 X 47.5| 105 0.69716 5240

hypothetical protein, unknown function L.m. chr 36 LmjF36.3620 X 11.8] 45 0.75519 7580 350
hypothetical protein, conserved L. chr 36 LinjF36.53780 ¥ 360 5O 0.78601 7924 S5P_5302
hypothetical protein, conserved L.m. chr 35 LrmjF36.4460 b 174 7.7 0.73844 7285 366
hypothetical protein, conserved L.m. chr 36 LmjF36.5100 X me2| 72 0.69083 5658

hypothetical protein, conserved L. chr 36 LinjF36.5850 ® 29.00 99 0.70027 GOGS

hypothetical protein, conserved L.m. chr 36 LmjF36.5910 X 41.2] 53 0.668219 5232 112
hypothetical protein, conserved L.m. chr 36 LmjF36.5930 X 33.8] &7 0.63602 2867 222
hypothetical protein, conserved L. chr 36 LinjF36.65180 ® 299] BA 0.65705 2451 228
hypothetical protein, conserved L.m. chr 36 LmjF36.6760 x40 % 2900 55 0.75267 7542 314 234
hypothetical protein, conserved L.m. chr 2 LmjF02.0460 F X 32.00 88 0.74762 7469

hypothetical protein, unknown function LinjFO2.0550 8] 176 53 0.70170 G135

hypothetical protein, conserved LmjF03.0150 B 354 98 0.77500 7843

hypothetical protein, conserved LmjF05.0260 =] B 428 48 0.66541 4290

hypothetical protein, conserved LinjFO5.0450 8] i 224 48 0.57531 S057

hypothetical protein, conserved; Lind08.0920 LmjF08.0960 F 630/ 48 0.70945 65440

hypothetical protein, conserved; Lind08.1020 LmjF03.1120 F 958 B3 0.69853 6010

hypothetical protein, unknown function LrmjF08.1270 Fim F i 31.8) 50 0.75602 7595

hypothetical protein, conserved LmjF09.0840 il 425 57 0.76408 7716

hypothetical protein, conserved LmjF0S.1010 F 672 &3 0.69918 028

hypothetical protein, conserved LrmjF11.0140 F F 33.00 55 0.66850 4476

hypothetical protein, conserved LrmjF11.0180 F 216 58 0.71087 6497

hypothetical protein, conserved LmjF12.0640 B B51.1 9.3 0.696570 5925

hypothetical protein, conserved LmjF13.0520 B 318 7.1 0.74016 7326

hypothetical protein, conserved LmjF13.0710 B 45.1 5.6 0.74920 7503

hypothetical protein, conserved LmjF13.0950 B 54.5) 101 0.658655 5421

hypothetical protein, conserved LrmjF13.1300 B Z3.4| 100 0.68548 5368

hypothetical protein, conserved; Lind13.1370 LrmjF13.1440 F 1358 82 0.64104 2863

hypothetical protein, conserved LmjF13.1470 B 5832 65 0.654654 5325

hypothetical protein, conserved LinjF14.0240 E 153 B.1 0.71822 B751

hypothetical protein, conserved LrmjF14.1040 B 200 7.7 0.62020 1712

hypothetical protein, conserved; Lind14.1540 LmjF14.1440 F 10400 4.4 0.7 1566 BEES

hypothetical protein, conserved LnjF15.0680 A 242 90 0.71286 B57B

hypothetical protein, conserved LmjF17.0120 F 352 58 0.72123 65843

hypothetical protein, conserved LmjF19.1430 B 395 BO 0.49663 51

hypothetical protein, conserved; Lind21.1270 LmjF21.1555 F 6.4 EB.1 0.50445 5028

hypothetical protein, conserved LmjF22.1200 il 358 62 0.71564 GEE7

hypothetical protein, conserved; Lind24.1630 LmjF24.2240 F 405 885 0.57785 473

hypothetical protein, conserved; Lin25.0610 LmjF25.0600 F 446 589 0.64460 3052

hypothetical protein, conserved LmjF25.1010 F 45.1 5.4 0.73973 732

hypothetical protein, conserved; Lind25.1270 LmjF25.1230 F 1715 9.4

hypothetical protein, conserved; Lind25.1530 LmjF25. 1460 F 8584 B3 0.57631 442

hypothetical protein, conserved LmjF26.0500 F 453 55 0.64748 3226

hypothetical protein, conserved; Lind27 0680 LmjF27.1090 F 218 a5 0.66012 3982

hypothetical protein, conserved ¥¥D-repeat protein LmjF27.2480 F 53.1 5.7 0.70210 B155

hypothetical protein, conserved LrnjF28.0060 F 817 58 0.63168 2307

hypothetical protein, conserved LmjF28. 1660 B §1.2) 80 0.63720 2629

hypothetical protein, conserved LmjF28. 1840 Fim 272 59 0.71534 BEE1

hypothetical protein, conserved LrnjF29.1100 F 401 8.6 0.71145 6526

hypothetical protein, unknown function LmjF30.2330 F Fin 372 55 0.73169 7144

hypothetical protein, conserved; Lind30.4100 LmjF30.3610 F 435 50 061474 1499

hypothetical protein, unknown function; Lind31.1400 LrnjF31.1050 F 389 97 0.61565 1531

hypothetical protein, unknown function LmjF31.2770 F 345 78 0.75750 7625

hypothetical protein, conserved LmjF32.0630 F 208 54 0.67315 4747

hypothetical protein, conserved LinjF32.2900 B F0.2] 541 0.70562 5307

t?:]ﬂ%t;;tégaul protein, conserved leucine rich repeat protein, putative; LmiF32.3010 F w5l 51 073914 7155

hypothetical protein, conserved; Lind33.1550 LinjF33.1450 F 2300 9.3 0.740581 7340

hypothetical protein, conserved LmjF34.0240 F 1491 5.6 0.62936 2190

hypothetical protein, conserved LmjF34.2570 F 558 &85 0.71328 5594
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hypothetical protein, conserved LmjF34.3560 ] il 368 B2 0.61034 1299

hypothetical protein, conserved LmjF34.4120 il 294 &1 0.62866 2150

hypothetical protein, conserved; Lind35.0970 LmjF35.0870 F 1028 BB 0.50816 7B

hypothetical protein, conserved LmjF36.0440 F 526 BO 0.66333 4160

hypothetical protein, conserved LinjF36.0550 F 239 B4 0.563307 2404

hypothetical protein, conserved; Lind36.3570 LrnjF36. 26580 F 1852 &8 0.66747 4412

hypothetical protein, conserved LmjF36.5650 F 372 &1 0.65290 3547

hypothetical protein, conserved LmjF36.6010 A 734 B2 0.60046 985

hypothetical protein, conserved; Lind20.0950 LmjF20.0970 F 392 54 0.72891 7074

hypothetical protein, conserved; Lind38.1240 LmjF36.0690 F 285 9.0 0.61532 1522

histones

histone H2A, putative L.m. chr 17 LmjF17.0250 X X 157 11.2 0.66998 4565 X

histone hZa L.m. chr 21 LmjF21.0915 X X 13.8] 11.3 0.79717 7954 X

histone H2A, putative Leishmania major chr 21 LmjF21.0920 X X 13.8] 11.3 0.79717 7986 X

histone H2A, putative Leishrania rajor chr 21 LrnjF21.0930 ® ® 13.8] 11.3 0.79717 7985 ¥

histone H2A, putative L.m. chr 29 LnjF29.1720 ® ® 13.8] 111 0.50804 G053 ¥

histone H24, putative Leishrmania major chr 29 LmjF29.1740 X X 13.8] 111 0.81152 5069 %

H2E histone H2B L.m. chr9 LmjFO09.1340 w/F X ® 12.2] 11.3| 082816 5138 X X

histone H2B Leishmania major chr 17 LmjF17.1220 X 122 11.3 0.80877 5049 X

HZE histone H2E Leishmania major chr 9 LmjF19.0030 X X X 11.8] 11.3 0.52893 5144 X X

H2B histone H2B Leishmania major chr 9 LinjF19.0040 ® ¥ ® 11.8] 11.3 0.52898 8143 ¥ ¥

H2B histone H2B Leishmania major chr 9 LinjF19.0050 ® ¥ ® 11.8] 11.3 0.52898 8142 ¥ ¥

histone H2B [Leishmania infanturn JPCWS] gil1460584356 ¥ 11.9] 11.3 S5P_5005
histone H2B [Leishmania infanturn JPCWS] qi[146078669 X 123 11.4 S5P_8008
histone H2b [Leishmania infanturn] gi[ 146092853 X 20.0) 108 SSP_8008
histone h3 L.m. chr 10 LmjF10.0370 X X 147 11.7 0.90576 5271 X X

histone h3 Leishmania major chr 10 LmjF10.0930 X X 147 1.7 0.91255 5272 X X

histone H3 variant, putative L.m. chr 19 LinjF19.0630 ® 16.3] 10.8 0.71700 E711 ¥

histone hd L., chr 2 LrnjFOz2.0020 ® ¥ ® 11.4] 10.6 0.52665 8132 ¥ ¥

histone hd L.m. chrB LmjFOG.0010 ® ® 11.4| 10.6] 0.81251 8072 b

histone hd L.m. chr 15 LmjF15.0010 X X 11.4| 10.7| 079827 7996 H

histone hd Leishmania major chr 25 LmjF25.2450 X X X 11.4| 106 0.52002 5120 X X

histone hd Leishmania major chr 31 LmjF31.3180 X X X 1.4 106 0.52002 8121 X X

histone hd Leishmania major chr 35 LnjF35.1310 ® ¥ ® 11.4] 10.8 0.75329 7903 ¥ ¥

histone hd Leishmania major chr 36 LrnjF36.0020 ® ¥ ® 11.4] 10.6 0.52665 8133 ¥ ¥
antioxidants

FESODA iron superoxide dismutase L. chr8 LinjFOg.0250 ® [EC: 1.15.1.1] 21| 7.2 0.73847 7310 ¥

SODBE1 iron superoxide disrnutase, putative Lom. chr 32 LmjF32.1620 ® ¥ [EC: 1.158.1.1] 2145 6.1 0.75884 7670 ¥ 341 262
S0ODB2 iron superoxide dismutase, putative Leishmania major chr 32 LmjF32.1830 X [EC: 1.15.1.1] Z300 77 0.75643 7603 %

glutathione synthetase, putative L.m. chr 14 LmjF14.0910 x/F [ECE.3.2.5] B8 58 0.69650 5820 52

glutathione peroxidase-like protein, putative L.m. chr 26 LmjF26.0810 X [EC:1.11.1.9] 208 78 0.70453 5262 X

glutathione peroxidase-like protein, putative Leishmania major chr 26 LmjF26.0320 X [EC:1.11.1.9 /11 209 82 0.71302 6586 X

peroxidoxin L. chr 23 LimjF23.0040 w/D/F wiBAFAN [EC 1.11.1.15] 253 64| 0.B7372 4783 37 253, S5P 3104
trypanothione synthetase, putative Lm. chr 27 LmnjF27.1670 ® [EC:B.3.1.9] 744 55 0.73367 7195 ¥

trypanothione reductase L.m. chr 5 LmjF05.0350 x40 F [EC:1.58.1.12] 53.1 5.8 0.76077 7684 % 161

TSA tryparedoxin peroxidase L.m. chr 15 LmjF15.1040 X /M X [EC 1.11.1.15] 221 5.3 0.758653 7927 X 357,343 256, 257
TSA THNPX, PRN1 thiol specific antioxidant L.m. chr 15 LmjF15.1060 X Wi X [EC 1.11.1.15] 21.2| B4| 0.80109 009 343 266, 257
TSA TXMPX, PXN3 thiol specific antioxidant Leishmania major chr 15 LmjF15.1080 X WM AN X [EC 1.11.1.15] 221 E.3 0.78929 7951 X 337,343 256, 2587
TSA PHMA thiol specific antioxidant Leishrmania major chr 15 LinjF15.1100 ® Wi ® [EC 1.11.1.15] 21.2] BA 0.50109 8011 ¥ 343 256, 257
TSA TXMNPX, PN thiol specific antioxidant Leishmania majar chr 15 LmjF15.1120 % ¥ /AN % [EC 1.11.1.15] 2.1 6.3 0.78821 7945 ¥ 337,343 256, 257
T5A THMNPX, PX¥N3 thiol specific antioxidant Leishmania major chr 15 LrmjF15.1140 b w /i b [EC 1.11.1.15] 21.2] B4 0.80109 5010 X 343 256, 257
TSA tryparedoxin peroxidase Leishmania major chr 15 LmjF15.1160 X /N X [EC1.11.1.15] 221 5.3 0.79061 7957 X 337,343 256, 257
cytosolic tryparedoxin peroxidase [Leishmania amazonensis] gi[51619791 X 220 7B SSP_E109
tryparedoxin L.m. chr29 LinjF29.1150 ® il 165 51 0.65027 s118 357

tryparedoxin-like protein L.m. chr 31 LrnjF31.1960 ® 2145 7.3 0.67703 4950 ¥

others

3-ox0-S-alpha-steroid 4-dehydrogenase, putative L.m. chr 25 LmjF25.1770 X [EC:1.3.99.9] 34.2| 104 0.76187 7B96 X

adaptor complex AP-1 mediurm subunit, putative Lom. chr 22 LinjF22.1140 ® 491 B4 0.74877 7493 ¥

ADP ribosylation factor 3, putative L.m. chr 29 LmjF29.08580 % 202 B2 0.59378 507 343

ADPIATP mitochondrial carrier-like protein L.m. chr 14 LrmjF14.0990 b 405 8.1 0.685962 5593 X

ADP-ribosylation factor-like protein L.m. chr 30 LmjF30.2370 X 2000 BO 0.68633 5414 351

.;\BNC ADP ATP carrier protein 1, mitochondrial precursor, putative L.m. chr LmjF19.0200 M " 351 ag 081554 8085 " "

AMC ADP ATP carrier protein 1, mitochondrial precursor, putative LniF19.0210 M « 351 9.8 0.81554 8086 « «

Leishrmania major chr 19
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ankyrin/TPR repeat protein Lm. chr 24 LmjF24.0140 b 428 BB 0.68503 5344 276

ATP-dependent DEAD/H RMNA helicase, putative L.m. chr 7@ LmjFO7.0340 X 5500 7.2 0.72098 336 X

ATP-dependent DEAD-box RMA helicase, putative L.m. chr 35 LinjF35.0370 €I F ¥ 6.4 B.7 0.72009 G509 ¥ S5P_E404
ATP-dependent RMA helicase, putative L.m. chr 32 LmjF32.0400 wiF 668 9.0 0.75961 7E6B X

ATP-dependent RMA helicase [Leishmania infanturn JPCMS] gi[146095170 X BE.5| 9.0 99
ATP-dependentRMA helicase, putative Lm. chr 35 LinjF35.3100 ® ¥ 1002 641 0.69503 5893 ¥ ¥

RMNA helicase, putative [L.m.] qi[558223993 X 495 58 S5P_5402
axoneme central apparatus protein, putative L.m. chr 20 LmjF20.1400 X 552 &8 0.74436 7405 1581

basic transcription factor 3a, putative L.rn. chr 36 LinjF36.53770 ® 11.7] 9.4 0.78278 7900 374

hiotinflipoate protein ligase-like protein L.m. chr 31 LmjF31.1070 b [EC:6.3.4.15] 283 B3 0.70102 6101 X 231

CALAZ calmodulin, putative Leishmania major chr 2@ LmjF09.0910 X 16.8] 4.1 0.87176 5247 352

CALAZ calmoduling putative Lm. chr @ LinjFO8.0920 ® 168 41 0.57176 G245 352

CALAZ calmodulin, putative Leishmania major chr 9 LmjF09.0930 X 16.8] 41 0.87176 5246 352

calpain-like cysteine peptidase, putative L.m. chr 14 LmjF14.0350 xiD il 1298 47 0.53606 5167 346

cazein kinase [, alpha chain, putative Lm. chr 2 LinjFO2.0350 ® [EC:2.7.1.37] 442 89 0.73651 7263 ¥

casein kinase, putative L.m. chr 35 LmjF35.1010 X % 39.7] 93 0.78312 7901 % %

cell differentiation protein-like protein L.m. chr 34 LmjF34.4550 X 41.1 5.3 0.68773 5492 X

centtin, putative L.m. chr 22 LnjF22.1410 ® il 16.4] 4.4 0.72164 E851 355

centromere/microtubule binding protein cbfs, putative L.m. chr 21 LmjF21.1760 % 5.4 21 0.66390 4202 112
clathrin heavy chain, putative L.m. chr 36 LmjF36. 1630 x/F X 19000 58 0.77055 7796 X X

coztormer epsilon subunit, putative L. chr 32 LinjF32.1730 ® 3500 50 0.59591 2933 141

COP-coated vesicle membrane protein gp25L precursor, putative L.m. chr Lmi

35 mjF35.1850 b3 245 9.2| 0DETIS7 4671 S

CPB2 protein [Leishmania mexicanal qi[14348750 X 8.7 5.2 223, 225, 226, 55F 0103
cysteine proteinase LmCPB1 [Leishmania mexicana) gi[1749812 % 356 54 226, S5P_0103
LmCPb1S [Leishmania mexicanal gi[356651 X 14 4 h2 223, 22, 2R, BRP 0103
Cysteine proteinase B precursor qi[1730100 X 47T 5.8 223, 225, 226, 55F 0103
cystein proteinase [Leishmania mexicanal gi[2780176 % 478 B3 S5P_0103
Cysteine proteinase 2 precursor (Amastigote cysteine proteinase A-2) gi[461905 X 478 &7 S5P_0103
cysteine proteinase [Leishmania mexicana) qi[9542 X 478 B2 SSP_0103
developmentally regulated STP-binding protein 1, putative L.m. chr 36 LmjF36.2250 % 41.0) &858 0.72363 6240 ¥

diphosphomevalonate decarboxylase, putative L.m. chr 18 LmjF15.0020 X [EC:4.1.1.33] 424 58 0.71733 6723 199

Leishmanolysin precursar (Cell surface protease) (Major surface

glycoprotein) (Protein gpB3) (Proma gils1317309 * i 41
farnesyl pyrophosphate synthase, putative L.m. chr 22 LmjF22. 1360 X [EC:2.5.1.10] 408 55 0.75695 7932 X

GimSA protein, putative L.m. chr 35 LmjF35.3700 X 249 89 0.71446 BE34 X

glycosomal membrane protein, putative L.m. chr 28 LmjF28.2260 % 238 98 0.73990 N7 ¥

GTP-binding protein, putative L.m. chr 25 LmjF25.1420 x/F X 242 B1 0.758703 7933 3350 S5P_5207
GTP binding protein, putative L.m. chr 27 LmjF27.2330 X 440 B3 0.67B57 4929 X

GTP-binding protein-like protein L.m. chr 29 LrmjF29.0090 % 208 83 0.62300 1842 ¥

IgE-dependent histamine-releasing factor, putative L.m. chr 24 LmjF24.1500 ®/D X 194 44 0.52870 5139 306, 307 S5P_1108
IgE-dependent histamine-releasing factor, putative Leishmania major chr 24 LmiF24.1510 x40 * 194 44 b82870 B140 e, 307 S=P_T08
intraflagellar transport protein component, putative L.m. chr 19 LmjF19.0320 X 732 A1 0.72840 70BB 7

intraflagellar transport protein-like protein L.m. chr 22 LmjF22.1370 * B1.4] 58 0.72361 B939 B3

kinesin, putative L.m. chr 16 LrmjF16.1460 ¥ 217.8] 42 0.84189 5195 ¥

kinesin, putative Leishmania major chr 16 LmjF16.1470 X 594 48 0.79254 7965 X

kinesin, putative L.m. chr 23 LmjF23.0560 * X 754 95 0.73514 7230 X X
kinetoplast-associated protein p18-2, putative L.om. chr 32 LmjF32.3770 % 14.8) 1.7 0.65574 3728 ¥

FMPI kinetoplastid membrane protein-11 Leishmania major chr 35 LmjF35.2210 w5 11.2] 6O 0.84151 5194 352

FMPIl kinetoplastid membrane protein-11 L.m. chr 35 LmjF35.2220 EAE) 1.2 BO 0.54773 5206 352

la RMA binding protein, putative Lom. chr 21 LrnjF21.0540 ® w 372 88 0.75726 7522 296 163

LACHK activated protein kinase c receptor (LACK) Leishmania major chr 28 LmjF28 2740 x/BIDIF orF 344 B b 85539 5223 2 17e

LACK activated protein kinase c© receptor (LACK) Lm. chr 28 LnjF28.2750 /B0 ¥ 344 BA1 0.55539 G222 217 178

lectin, putative L.m. chr 13 LmjF13.0670 w/F 545 53| 0D.74484 7416 21

lipophosphoglycan biosynthetic protein, putative L.m. chr 29 LmjF29.07&0 X 866 50 0.76706 7754 2

rnaoc family dehydratase-like protein L.m. che 7 LinjFO7.0430 ® 17.0] 51 0.53642 2583 348

methylthioadenosine phaosphorylase, putative L.m. chr5 LmjF05.0830 w40 [EC:2.4.2.28] 334 B3 0.82936 5145 282

METK MATZ S-adenosylmethionine synthetase Leishmania major chr 30 LmjF30.3500 x/BIF [EC:2.5.1.6] 4300 58 0.51925 5113 172,174

METK MAT2 S-adenosylmethionine synthetase L.m. chr 30 LinjF30.3520 €/ B [EC:2.5.1.6] 4300 56 0.51825 8112 172,174

mevalonate kinase, putative L.m. chr 31 LrmjF31.0560 b [EC:2.7.1.36] 355 21 0.62465 1929 X

microtubule-associated protein, putative L.m. chrg LmjF05.0380 x/F 2067 458 0.79144 7959 1

ritochondrial associated ribonuclease, putative L.m. chr B LinjFOg.0320 ¥ 248 BB 0.71814 G745 245
mitochondrial phosphate transporter, putative L.m. chr 35 LmjF35.4420 b 368 21 0.73631 7256 X

mitochondrial phosphate transporter, putative Leishmania major chr 35 LmjF35.4430 X 346 9.3 0.74651 7452 X
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mitochondrial RMA binding protein 1 L.m. chr 27 LmjF27.1110 X 26.7| 103 0.68151 5185 267, S5P_5207
mitochondrial RMA binding protein 2 L.m. chr 8 LmjF09.1120 X X 268 98 0.70156 B141 X 264
mitogen activated protein kinase, putative L.m. chr 33 LinjF33.1380 ® il 6.8 58 0.72274 901 ¥

MOB1 cell cycle associated protein MOB1, putative L.m. chrB LrmjF05.0960 X 266 8.1 0.75405 7565

nuclear transport factor 2, putative L.m. chr 10 LmjF10.0350 X 138 &0 0.75961 7EB68 379

hucleolar GTP-binding protein, putative L. chr 33 LnjF33.1870 ¥ 743 9.3 0.76173 7E95

nuclealar protein, putative L.m. chr 10 LmjF10.0210 X 527 &7 0.80956 5055

nucleolar RMNA binding protein, putative L.m. chr 15 LmjF15.1380 x/F BE.0) 9.4 0.72034 E316 X

p22 protein precursor, putative L. chr 30 LinjF30.0970 ® 2200 46 0.78128 7890 345

p450 reductase, putative L.m. chr 28 LmjF28.1240 b 722 B3 0.72242 6882 X

PDI protein disulfide isomerase L.m. chr 35 LmjF36.6940 wiASD X [EC:5.3.4.1] 523 &2 0.70367 5234 103, 104 26

PGFS prostaglandin f2-alpha synthase L.m. chr 31 LinjF31.2150 ® /D WM 318 589 0.73375 7196 213 181, S5P_5205
phosphoinositide-binding protein, putative L.m. chr 35 LmjF35.2420 X 4655 B.1 0.68546 5584 169

phosphomevalonate kinase-like protein L.m. chr 15 LmjF15. 1460 X [EC:2.7.4.2] 49.1 5.8 0.70093 B097 175

polyla)-binding protein, putative Leishimania major chr 25 LinjF25.0080 F F B0.9 9.0 0.71341 G595

poly(a) binding protein, putative L.m. chr 35 LmjF35.4130 X % 653 2.1 0.76730 7756 % =] S5P_7702
poly(a) binding protein [Leishmania infanturm] gi[146101554 X B4.6| 9.1 99

PP2C protein phosphatase, putative L. chr 25 LinjF25.0750 ® B [EC:3.1.3.16] 449 47 0.74853 7506 102

prohibitin, putative L.m. chr 35 LmjF35.0070 X % 323 92 0.67709 4952 % 161
proliferative cell nuclear antigen (PCMNA), putative L.m. chr 15 LmjF15.1450 wi M 3 Il 24| 48 0.75176 7529 124 SSP_1308
protein disulfide isornerase, putative L. chr 26 LinjF25.0650 €I F ] [EC:5.3.4.1) 407 70 0.75849 7545 204

protein kinase, putative L.m. chr 18 LmjF18.0270 X [EC:2.7.1.31] 0.7 7B 0.74748 7465 %

protein kinase, putative L.m. chr 19 LmjF19.0150 X [EC:2.7.1.31] 308 B7 0.63958 2773 X 2587

protein transport protein secl13, putative L.m. chr 32 LmjF32.0050 ®x/DIF w3 57 0.63359 2445 192

protein tyrosine phosphatase-like protein L.m. chr 16 LmjF16.0230 X 19.4| 83 0.73757 7276 %

pyridoxal kinase, putative L.m. chr 30 LmjF30.1250 X X [EC:2.7.1.35] 332 &B 0.70310 5202 223 184
Ran-binding protein 1, putative L.m. chr 13 LmjF13.1480 WM B/N 178 456 0.74485 a7 349

RBEP38 mitochondrial RMNA binding protein, putative L.m. chr 23 LmjF23.0760 /N 39.7] 94 0.72301 6219 164
ribokinase, putative L.m. chr 27 LmjF27.0420 X [EC: 27.1.-] 353 B4 0.702583 5194 279

RMA binding protein rbp16, putative L.m. chr 28 LmjF258.0825 X X 15.1] 101 0.66342 4529 369 293, 55P_8101
RMNA-binding protein, putative L.m. chr 4 LmjF04.1170 % 345 b1 0.71519 BES7 209, 215

RMNA-binding protein, putative L.m. chr 25 LmjF25.0450 X X 202 858 0.51439 5077 X 269, S5P_9103
RMNA-binding protein, putative Leishmania major chr 25 LmjF25.0500 X X 19.00 95 0.52668 5134 X 269, S5P_9103
RMNA binding protein, putative L.m. chr 32 LmjF32.0750 % 252 105 0.75797 7634 ¥

RMNA-binding protein, putative L.m. chr 35 LmjF35.2200 X X 302 78 0.76217 7700 211, 216, 221 180

RPAIT replication factor A, 51kDa subunit, putative L.m. chr 28 LmjF28.1820 ®/B 24| B2 0.75221 7536 183

ruvb-like 1 DA helicase, putative L.m. chr 34 LrmjF34.3500 ®/F [EC:3.6.1.-] 50.3) 58 0.70905 5427 ¥

serinefthreonine-protein kinase, putative L.m. chr 28 LmjF28.2570 X [EC 2.7.1.37] 56.5) BB 0.71219 6554

short chain dehydrogenase, putative L.m. chr 35 LmjF35.1220 X 249 82 0.64525 3090 292

small GTP-binding protein Rabi1, putative L.m. chr 27 LmjF27.0760 % 222 &8 0.71129 6512 ¥

spermidine synthase, putative L.m. chr4 LmjF04.0550 x/F F [EC:2.5.1.16] 328 52 0.74125 7346 144

splicing factor ptsri-like protein L.m. chr 7 LmjFO7.0370 * 41.9) 11.2 0.72782 7055 X

sterol 24-c-methyltransferase, putative L.m. chr 36 LmjF36.23580 x40 [EC:21.1.41] 399 &1 0.75099 7887 ¥

sterol 24-c-methyltransferase, putative Leishmania major chr 38 LmjF36.2350 X [EC:2.1.1.41 72 398 &1 0.75173 7892 X

stomatin-like protein [Leishmania infanturm] qi[ 146077037 X /7| 7B 90
t-complex protein 1, eta subunit, putative L.m. chr 35 LrmjF35.3860 ®x/DIF F 61.7| BB 0.71100 5502 164

TFR domain protein, conserved L.m. chr 30 LmjF30.2740 X 3 Il 457 &2 0.75754 7942 118 53
Transitional endoplasmic reticulum ATPase, putative L.m. chr 36 LmjF36.1370 * w 868 5.2 0.73603 7252 23 4
tricarboxylate carrier, putative L.m. chr 1 LmjF01.0570 % 35.1] 10.3 0.76055 7682 ¥

UMSEP1 universal minicircle sequence binding protein, putative L.m. chr 38 LmjF36.1610 * 25 B4 b a4129 8193 I3

t,lmiglF’Q universal minicircle sequence binding protein Leishmania major LimiF36.1620 M 193] a0 071464 5539 373

vacuolar ATP synthase subunit B, putative L.m. chr 28 LmjF258.2430 x/F X [EC:3.6.3.14] 555 58 0.75213 7535 174 46, SSP_5502
vacuolar ATP synthase catalytic subunit a, putative L.m. chr 34 LinjF34.3670 ¥ [EC:3.6.3.14] E7.7] 51 0.74787 7475 312
carboxylase, putative LmjF01.0050 A [ECB.4.--] 738 56 0.76519 7732

coproporphyrinogen iii oxidase, putative LmjF06. 1270 F F [EC:1.3.3.3 /1. 344 53 0.66046 3994

vacuolartype Ca2+ATPase, putative LinjFO7.0630 B [EC:3.6.3.-] 1223 &8 0.76352 77158

vacuolartype Ca2+ATPase, putative LmjFO7.0650 B [EC:3.6.3-] 1235| 60 0.76099 7666

ATP-dependent DEAD/H RMA helicase, putative LmjFO03.0080 il 56| 7.2 0.66328 4157

protein kinase A regulatory subunit, putative LinjF13.0160 F F 56.3] 5.0 0.76735 77ET

flagellar radial spoke protein, putative; Lind13.0300 LmjF13.0430 F 658 43 0.698582 6009

replication Factor A 28 kDa subunit, putative LmjF15.0270 i) 275 93 0.71412 B620

peptidylprolyl isomerase-like protein LinjF19.1530 il [EC:5.2.1.8 /5. 477 55 0.72040 G815

serinefthreonine protein phosphatase 2A regulatory subunit, putative LrmjF20.0660 F 638 57 0.69529 5856

endoribonuclease L-PSP (pbs), putative LmjF23.0200 i) 169 &5 0.67743 4969
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F-hydroxy-3-methylglutary-CoA reductase, putative; Lind30.3600 LmjF30.3120 F [EC:1.1.1.34] 4600 88| 0.66181 4065
t;-ur;n;::gtlé(heta-hydrnxyethy\)-thlazn\e monophosphate synthesis protein, LrnjF30.0750 F x5l 61| 058885 a4
branch point binding protein, putative LmjF36.5420 F 328 51 0.72563 5995
cysteine conjugate heta-lyase, aminotransferase-like protein LmjF33.1330 F 459| 58| 056772 354
d-isomer specific 2-hydroxyacid dehydrogenase-protein LmjF34.1400 il 355 56| 0.63583 5386
ethanolamine-phosphate cytidylyltransferase, putative LmjF32.0820 F [EC:2.7.7.14] 454 57| 070133 E119
high mobility group protein homolog tdp-1, putative LrnjF29.0850 B 336 96( 069017 5620
nucleoside transporter 1, putative LmijF36.1940 B 538 BJ 0.72095 5834
rab-GDP dissociation inhibitor, putative LmjF29. 2160 F 49.8| 57| 0.77623 7855
short chain dehydrogenase, putative LmjF35.1230 B 251 B[ 068019 5621
similarity to endo-1-like protein LmjF36.6540 il 264 54] 07227 G844
vesicular-fusion ATPase-like protein, putative; LinJ27 0860 LmjF27.1070 F F 107.9] 54| 0.ES280 5254
indifferent
carbamoyl-phosphate synthase, putative L.m. chr 16 LmjF16.0550 b |EC: B.3.5.5] 205.8) 6.7 0.80767 8043
UTP-glucose-1-phosphate wridylyltransferase 2, putative L.m. chr 18 LmjF15.0920 W/F [EC:2.7.7.9] 545 56| 0.74223 7363 58
n-acyl-l-amino acid amidohydrolase, putative L.m. chr 31 LrnjF31.1130 3 [EC:3.5.1.14] 43.8] 55 074745 7463 196
peroxisoral enoyl-coa hydratase, putative L.m. chr 18 LmjF15.0550 ¥ [EC:4.2.1.17] 34.2| 84| 0.58965 702 169
myo-inosital-1-phosphate synthase LimjF14.1360 il il [EC:5.5.1.4] 583 58| 0.77521 7845
3-hydroxyisobutyryl-coenzyme a hydrolase-like protein LrmjF32.3650 F Fim 398 53
3-hydroxyisobutyryl-coenzyme a hydrolase-like protein LmijF32. 3660 il 3958 53
3-hydroxyisobutyryl-coenzyme a hydrolase-like protein LmjF32.3670 il 1.7 56| 0.75674 7E12
acyl-CoA dehydrogenase, putative LmjF35.2730 F |EC:1.3.89-] 446| B1| 069326 5767
non leismanial & hon mouse proteins
195, 236, 237, 238, 240,

gil55724889 % I 58| B2 227,229 241,247,248, 261, 273,
Ds Red fluorescent protein T4 [Cloning vector pRU107E] 274, 276, 293, S5P_6211
mouse proteins
wirnentin [Mus musculus] 4il31982755 X 537 51 SSP_Z602
vimentin [Mus musculus) gil55408 b 537 a1 SSP_2e02
unnamed protein product [Mus musculus] 4il55291 ¥ 536 51 SSP 2602
unnamed protein product [Mus musculus] il 4225487 X 536 51 SSP_Z602
unnamed protein product [Mus musculus] gil7 4143673 W 5689 54 SSP 2702
78 kDa glucose-regulateq protein precursar (GRP 78) (Heat shock 70 kDa 42508545 " 724 51 sSSP 2702
protein 5) (Immunoglobulin b
BiP [Mus musculus] gil2595562 W 724 &1 S5P_2702
heat shock protein 5 [Mus musculus] gi[31981722 i 724 50 SSP_Z702
unnamed protein product [Mus musculus] gi[74188514 b 723 a1 SSP_Z702
unnamed protein product [Mus musculus] 4il7 41958293 W 724 51 SSP_Z702
unnamed protein product [Mus musculus] gi[74198574 3 724 51 SSP_Z702
unnamed protein product [Mus musculus] gi[7 4207452 ¥ 723 &l SSP_Z702
unnamed protein product [Mus musculus] gil7 4220199 W B35 52 SSP_Z702
unnamed protein product [Mus musculus] gi[7 4213524 ¥ N7 &3 SSP 2402
unnamed protein product [Mus musculus] gil7 4187644 W N7 52 SSP_2402
unnamed protein product [Mus musculus] gil7 4142419 ¥ 632 &5 SSP_3706
vacuolar adenosine triphosphatase subunit A il1184652 X B3.2| 56 SSP_3706
ATPase, H+ transporting, lysosomal %1 subunit A [Mus musculus] gi[31560731 3 G633 5.4 SSP_3706
unnamed protein product [Mus musculus] gil7 4177659 X 64| 56 SSP_4609
vacuolar adenosine triphosphatase subunit B gil1154661 b 56.5) 46 SSP_4809
unnamed protein product [Mus musculus] 4i[7 4185453 ¥ 565 56 SSP 4609
unnamed protein product [Mus musculus] gil7 4191447 X 575 56 SSP_4609
unnamed protein product [Mus musculus] gi[7 4213445 b S6.6) 4.8 SSP_4809
unnamed protein product [Mus musculus] gil7 4220440 W 575 &6 SSP_4609
unnamed protein product [Mus musculus] gil7 4223066 3 555 56 SSP 4608
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" Databages used for identification were sither Gene DB (version ftp:/ftn sanger ac.uk/pub/databases/L major_sequences/ EISHPER/ARCHIVE/GeneDB_protein database 030704, containing 8217 sequences)

and NCBI database (NCBInr 20070908 (5454477 sequences)). Shown are the protein name, the respective Sanger ID and/or the NCEBI accsession number,

D The two colurmns "detected in sither Prarm. (promastigotes) and / or A (amastigotes)” refar to the lifecycle stage of samples in which the respective protein was identified. ¥ denotes identified in this report,

whereas &, B, D, E, F, G, M and M refer to published studies of other groups as referenced below. Leishmaniz proteins only detected by others in similar analyses are shaded in grey but are included in table

for reference (see also table 4 for more information on these proteing).

i "Antigen" an % denotes that antigenicity or immunogenicity has been shown for this protein.

D For enzymes the EC No. is indicated

) Thearetical rolecular weight (MVY ) and pl; the CAl value and CAI rank were determined as described in material and methods

% Proteins were identified in Promastigates and / or Amastigotes by sither ESI MS/MS, column "ESI", and / ar MALDI MS/MS, in the latter case the 2-DE Gel spot number from which the protein was identified in indicated in colurmn
"MALDI gpaot no." and refers to spot numbers shown on preparative gels scans in supplementary figures SFig 1-SFig3.

A) Dea-Ayuela, M. A., 5. Rama-Iniguez, and F. Bolas-Fernandez 2006 Proteomic analysis of antigens from Leishmarma infantum promastigotes. Proteormcs. 6, 4187-41594

B) Bente, M., S. Harder, M. Wiesgigl, J. Heukeshoven, C. Gelhaus, E. Krause, J. Clos, and I. Bruchhaus. 2003 Developmentally mduced changes of the proteome m the protozoan parasite Leishmama donovam. Proteormes. 3, 1811-1829

D) Drummelsinath, J., V. Brochu, I Girard, N. Messier, and M. Ouellette. 2003. Proteome mapping of the protozoan parasite leishmania and application to the study of drug targets and resistance mechamisms. Mol Cell Proteomics. 2, 146-155

E) El Fakluy, Y., M. Ouellette, and B. Papadopoulou. 2002, 4 protecmic approach to identify developmentally regulated proteins in Leishmania infantum, Proteomics. 2, 1007-1017

Fi Foucher, A. L., B. Papadopoulou, and M. Ouellette. 2006. Prefractionation by digitonin extraction increases representation of the cytosolic and intracellnlar protecme of Leishmania mfantum. T Proteome Fes 5, 1741-1750

3) Gongora, R., N. Acestor, M. Quadroni, IN. Fasel, N. G. Saravia, and J. Walker 2003 Mapping the protecme of Leishmania Viannia parasites using two-dimensional polyacrylamide gel electrophoresis and associated technologies. Biomedica 23, 153-160
WO MeNicoll, F., J. Dhrummelsmaith, W Wuller, E. Madore, N. Boilard, M. Ouellette, and B. Papadopoulou. 2006, & combined proteomic and transcriptomic approach to the study of stage differentiation in Leishiania mfantum. Proteomics. &, 3567-3581
1) Nugent, P. G., §. A. Karsam, B. Wait, J. Tempero, and D). F. Smath. 2004, Proteotmic analysis of Leishmania mexicana differentiation. Wol Biochem Parasitol. 136, 51-62

References of described antigenicity or irmmunogenicity activity
Aluned, S. B., C. Bahloul, C. Robbana, S. Askii, and K. Dellagi. 2004, A comparative evaluation of different DA vaccine candidates against experimental murine leishmaniasis due to L. majer. Vaccine 22,1631-1639
Almeida, R., A Nornish, M. Levick, D. Vetiie, T. Freeman, J. Vilo, A. Ivens, U. Lange, C. Stober, §. McCam, and J. M. Blackwell. 2002, From genomes to vaccines: Leishtnania as a model Philos Trans R Sec Lond B Biol Sci. 357, 5-11

Basn, R, S. Bhaumik, J. M. Basu, K. Naskar, T. De, and S. Roy. 2005 Emetoplastid membrane protein-11 DIA vaccmation mduces complete protection against both pentavalent antimonal-sensitive and -resistant strains of Leishmania donovan that correlates
with mducible mitric oxade synthase actinty and IL-4 generation: evidence for mixed Thl- and Th2-like responses in visceral leishmamasis, JImmuncl 174, 7160-7171

Coler, R. N. and 8. G. Reed. 2005, Second-generation vaccines against leishmariasis. Trends Parasitol. 21, 244-249

Thorra, 8., J. Carmnton, C. Anderson, C. Alonso, D. Sacks, and M. Soto. 2005, Vaccination with the Leishmania infantum acidic ribosemal PO protein plus CpG oligodeoxynucleotides induces protection against cutaneous leishmaniasis in C57BLAG mice but does
not prevent progressive disease in BATBfc mice. Infect Immun. 73, 5842-5852

Eamoun-Essghaier, S., I. Guizani, .J. M. Stiub, A. Van Dorsselaer, K. Mabrouk, L. Ouelhazi, and K. Dellagi. 2005. Proteomic approach for characterization of immuno dominant membrane-associated 30- to 36-ldleDalton fraction antigens of Leishrmania
infantum promastigotes, reacting with sera from Mediterranean wisceral leishmaniasis patients. Clin Diagn Lab Immunol 12, 210-320

Kubar, J. and K. Fragaki, 2005 Recombinant DIA-derived leishmania proteins: from the laboratory to the field. Lancet Infect. Dis. 5, 107-114

Requena, J. ML, C. Alonso, and M. Soto. 2000. Evolubionanly conserved protems as prominent immunogens dunng Leishmania mfections. Parasitel Today 16, 246-250

Themert, S. M., R. Basu, M. Forgber, 5. Roy, S. Sundar, and P. Walden. 2005. Identification of new antigens in wisceral leishmaniasis by expression cloning and imtmunoblotting with sera of kala-azar patients from Bihar, India
Infect Immun, 73, 7018-7021
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Supplementary Table 2. Overview of oligonucleotide motifs in 3’'-UTR of differentially expressed ORFs.

Gene annotation motif L. infantum® motif
L.major Name TCTCCTTT? | AAGAGAA® ortholog TCTCCTTT | AAGAGAA
Lij05.1040d stomatin-like protein LinJO5_V3.1040
LmjF08.0320 mitochondrial associated ribonuclease LinJO8 V3.0330
LmjF09.0100 hypothetical protein, conserved X LinJ09 V3.0120
LmjF11.0350 14-3-3 protein LinJ11 V3.0350
LmjF18.0580 peroxisomal enoyl-coa hydratase LinJ18 V3.0580
LmjF19.0710 glycosomal malate dehydrogenase LinJ19 V3.0710
LmjF21.1552° RNA helicase LinJ21_Vv3.1820
LmjF21.1710 cytochrome C oxidase subunit VI LinJ21_V3.2080
LmjF21.1760 gg?stromere/mmrotubule binding protein LinJ21_V3.2130
LmjF22.1540 alanyl-tRNA synthetase LinJ22_V3.1390
LmjF23.0370 hypothetical protein, conserved X LinJ23 V3.0420 X
LmjF23.0760 mitochondrial RNA binding protein X LinJ23 V3.0930 X
LmjF24.1210 translation factor SUI1 LinJ24 Vv3.1240
LmjF25.1420 GTP-binding protein X LinJ25 V3.1460 X
Lij25.2130f succinyl-CoA synthetase alpha subunit LinJ25 V3.2220 X
LmjF25.2140' succinyl-CoA synthetase alpha subunit LinJ25_V3.2230
LmjF26.1550 trifunctional enzyme alpha subunit, X LinJ26_V3.1530 X
mitochondrial precursor-like protein

. mitochondrial RNA binding protein 1, .
LmjF27.1110 gBP21, MRP1 X LinJ27_Vv3.0980 X
LmjF27.1220 hypothetical protein, conserved X LinJ27_V3.1100
LmjF27.1300 hypothetical protein, conserved X LinJ27_V3.1220 X
LmjF28.0490 propionyl-coa carboxylase beta chain LinJ28 V3.0250
Lij28.2770f heat-shock protein hsp70 X LinJ28 Vv3.3060
Lij28.2780f heat-shock protein hsp70 LinJ28 V3.2960
LmjF29.0760 lipophosphoglycan biosynthetic protein LinJ29 V3.0790
Lij31.1630f E:{;?etli\ée 3-ketoacyl-coa thiolase-like LinJ31_V3.1660
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LmjF31.1640'

thiolase protein-like protein

LinJ12_V3.0230

LmjF31.1900"

ubiquitin-fusion protein

LinJ31_V3.1930

LmjF31.2030"

ubiquitin-fusion protein

LinJ31_V3.2070

LmjF31.2250

3,2-trans-enoyl-CoA isomerase

LinJ31_V3.2320

LmjF32.0840

hypothetical protein, conserved

LinJ32_V3.0890

LmjF33.0830

2,4-dienoyl-coa reductase

LinJ33_V3.0870

LmjF33.1630

cyclophilin

LinJ33_V3.1730

LmjF33.2390

heat shock protein

LinJ33_V3.2520

LmjF34.2580

hypothetical protein, conserved

LinJ34_V3.2410

LmjF34.3670

vacuolar ATP synthase catalytic subunit

a

LinJ34_V3.3460

LmjF34.4340

20s proteasome beta 7 subunit

LmjF34.4370'

20s proteasome beta 7 subunit

LmjF34.4400'

20s proteasome beta 7 subunit

LmjF34.4430"

20s proteasome beta 7 subunit

LinJ34_V3.4390

LmjF34.4460'

20s proteasome beta 7 subunit

LmjF34.4490"

20s proteasome beta 7 subunit

LmjF35.0400'

40S ribosomal protein S3a

LinJ35_Vv3.0400

LmjF35.0410"

40S ribosomal protein S3a

LmjF35.0420'

40S ribosomal protein S3a

LinJ35_Vv3.0410

LmjF35.1300

ubiquitin-conjugating enzyme E2

LinJ35_V3.1310

LmjF36.1160

hypothetical protein, conserved

LinJ36_V3.1220

LmjF36.3100

ATP synthase

LinJ36_V3.3250

LmjF36.3210

14-3-3 protein-like protein

LinJ36_V3.3360

LmjF36.3780

hypothetical protein, conserved

LinJ36_V3.3970

LmjF36.3990

hslvu complex proteolytic subunit-

like

LinJ36_V3.4180

LmjF36.4360

proteasome regulatory ATPase subunit

LinJ36_V3.4570
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Shown are Sanger ID’s of 51 loci for which the 3'-intergenic regions were analysed according to (van Helden, J. et. al., 2000).
3 p<0.001; b) p=0.0012 P values that the frequency for the respective motif is not identical to its frequency the control gene set (xz-test); °
L.infantum Sanger ID of respective ortholog to the L. major gene. In comparison the the motif containing L. major loci, 75% and 79% of
the L. infantum orthologs contained the TCTCCTTT and AAGAGAA motif respectively. Of thess 67% and 64% were at the same relative
localisation in the 3" UTR; ® LmjF05.1040 L. major ortholog of gi|146077037; © LmjF21.1552 Sanger ID of gi|68223993; ” 20S
proteasome beta 7 subunit array; in bold: loci for which proteins were found by isotope coded protein labelling to be more abundant in
amastigotes (unpublished data see text for details).

Reference List

1. van Helden, J., Andre, B., and Collado-Vides, J. (30-1-2000). A web site for the computational analysis of yeast regulatory sequences.
Yeast 16 (2) 177-187
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Supplementary Table 3. Identified proteins of macrophage isolated LershAmania mexicana amastigotes (second proteome study).

Tefshmania species with closest
Gl Acc. No Gene DB Acc. No__|Protein n. orthologue in database emPAIl Peptide_matches Coverage (%) Prot score MW pl__[localization| signal peptide pred. |no. of pred. TM | pred. GPI anchor
carbohydrate metabolism
9i[157865207 LmjF10.0280 isuitrate dehydrogenase [NADP], mitachondrial precursor, putative Leishmania major 3568 57 510 2006 43802 531 W
5i[54282508 LmiF21.0240 hexokinase Leishmania mexicana 3.55 52 50.1 2875 49833 528 other
4i[75182396 LmjF28.2860 cytosolic malate ase isozyme Lsishmania mexicana 264 42 506 1341 34695 502 secreted | x
0i[157666648 LmjF14.1160 enolase Leishmania major 244 111 6.2 4348 46659 56 ather
9i[2550 LmiF30.2880 glyceraldehyde 3-phosphate dehydrogenase Leishmania mexicana 215 7 407 1427 39236 5.08 ather
9i[157677084 LmiF36.2850 succinyk Co# ligase [G0P-forming] beta-chain, putative Leishmania major 208 52 4.4 2374 44616 5.53
4i[70800087 LmjF27.1805 glycosomal phosphoenalpyruvate carboxykinase, putative Leishmania major strain Friediin 206 108 328 2732 58670 523 other
gi[22217844 LmjF24.2060 Leishmania mexicana mexicana 195 38 402 2462 72486 5.04 ather
il 0 LmjF 35.3340 Bpt dehydrogenase Leishmania mexicana 172 33 8.7 559 29762 539 ather
Qi15387672 LmjF36.1960 phosphomannomutase Leishmania mexicana 1.63 24 40.5 712 28231 518 other
0i[157875429 LmjF34.0160 malate dehydrogenase, putative Leishmania major 1A7 74 789 3242 34295 .25 secreted ®
0i[157870259 LrmjF24.1630 succinale dehydrogenase . putative Leishmania major 155 80 349 2067 67605 643 other
0i[157870848 LmjF25.2130 succinyl CoA synihetase alpha subunit, putative Leishmania major 140 1g 381 381 7T a1s other
0i[157868425 LrnjF20.0110 phospt Kkinase B, cytosalic Leishmania major 130 36 302 624 15214 8.05 ather
gi|157875425 LinjF34.0140 malate dehydrogenase Leishrmania major 1.26 85 25.2 3471 33622 8.5 secreted R
0i[157867987 LrnjF18.1380 yruvate dehydrogenase E1 companent alpha subunit, putative Leishmania major 125 3 362 567 13359 7ag other
di|157867807 LrnjF18.0510 aconitase, putative Leishrmania major 1.23 132 28.5 31058 98229 6.23 other
gi|157870099 LinjF24.0850 trinsephosphate isomerase Leishmania major 1.06 24 29.5 539 27406 8.59 other
0i[12584593 LrnjF23.0110 GDP-mannose pyrophosphondase Leishmania mexicana 105 36 76,4 598 11863 529 other
0i[157874347 LrnjF32.3310 dihydrolipoamide dehydragenase, putative Leighmania major 099 39 334 1099 51173 641 other
di|157869997 LinjF24.0320 furnarate hydratase, putative Leishmania major 0.93 44 29.5 1260 61225 718 other
Oi[157677232 LmiF36.6650 2,3-bizphosphoglyterate-independent phosphoglycerate mutase Leishmania major .79 43 253 872 50903 5.1 other
0127434610 LmiF34.0080 dlucose-B-phosphate denydragenase Leishmania mexicana 0.74 El 7.2 644 53539 563 other
01157670760 LmiF25.1710 pyruvate dehydrogensse E1 beta subunit, putative Leishmania major 0.68 32 6.0 626 38500 564 ] =
5170799738 LmiF29.1960 fumarate hydratase, pulative Leishmania major strain Friediin 0.68 8 24.1 728 53304 5.64 ther
4i[157670093 LmiF24.0770 mali enzyme, putative Leishmania major 0.67 Bl 7.6 428 54003 5.33 ather
0i[157865724 LmiF11.1000 pyruvate phosphate dikinase, putative Leishmania major 0.65 48 7.4 728 101608 669 ather
9i[1 46104451 LmiF36.2350 glyceraldehyde 3-phosphate dehydragenase,oiosalic Leishmania infantum 0.63 i 24.8 218 35641 7. ather
4i[157871558 LmiF2.0480 propionyl-cos carheylase beta chain, putalive Leishmania major 0.62 8 2.5 502 57200 881 cecreted | x
9I[2878454 LmiF 01.0050 carbomlase, puative Leishmania major strain Friediin 0.61 El 2.7 738 74603 5.57 ather
0157869253 LmiF22.0770 NADH-eytochrome b reductase, putalive Leishmania major 0.5 10 125 148 32116 713 cecreted | x
9i[11342604 LmiF32.1580 phosphomannose isomerase Leishmania mexicana 0.53 22 73 759 47104 5.55 ather
4i[707897832 LmiF28.2510 &-phospho-1-frusiokinase, putalive Leishmania major strain Friediin 0.52 20 179 509 54540 932 ather
ai[157872841 LmiF30.3380 PAS-domain canlaining Kinase, pulalive Leishmania major .48 18 720 362 57876 8.7 other
4i[157665908 LmiF12.0530 aluco isomerase Leishmania major 0.46 24 145 1047 57355 522 other
4i[157676708 LmiF36.1260 fructose-1,6-bisphosphate aldolase Leishmania major 044 3 126 376 41201 552 other
9i[157675408 LmjF34.0070 ascorbate-dependent peravidase, putative Leishmania major 044 14 128 171 34307 6.4 B x 1
9i[157671954 LmiF25.2420 Z-owglutarate d , £2 component, dinydrolipoamide succinylransierase, putaive | Leishmania major 043 Bl 13.4 406 41834 5.0z other
5i[70789847 LmjF27.0420 ribokinase, putative Leishmania major sirain Friediin 042 18 182 344 35718 541 ather
0i[157669654 LmjF23.0540 avety-CoA synthetase, putative Leishmania major 038 23 16.0 580 7156 523 ather
9i[157667203 LmjF15.0890 UTP-glucose-1 uridylyltransferase 2, putative Leishmania major 038 21 14.0 560 55072 558 ather
5i[70805593 LmjF35.0030 pyruvate Kinase, putative Leishmania major sirain Friediin 038 e 182 822 54981 525 ather
gi[157672115 LmiF30.0180 2-hydromy- rat putative Leishmania major 037 T 174 238 31338 556 ather
4i[70305595 LmjF35.0050 > ouisovalerate beta subunil, ial precursor, putative Leishmania major strain Friediin 0.36 0 (B 205 40380 5.28 secreted | x
gi[157675174 LmjF33.2300 udp-gic &  putative Leishmania major 033 T 184 202 44043 5.06 ather
Qi|157866288 LmjF13.10680 MNADH-cytochrome BS | putative Leishmania major 0.33 B 12.7 105 34852 .84 ) H 1
i157877193 LmjF36.3470 2-oxoglutarate E1 component, putative Leishmania major 0.3 22 14.5 453 111891 B.16 other
0i[157867201 LmjF16.0760 transaldolase, pulative Leishmania major 0.3 19 14.8 512 37225 5.4 other
0i|70739725 LmjF23.1830 d ase, putative Leishmania major strain Friedlin 0.3 8 15.0 226 SBEED 8.01 ) H 1
0i[76363832 LrnjF04.1160 fructose-1,6-bisph cytosolic Leishmania major 0.29 132 10.0 280 38973 876 ather
0i[157877007 LrnjF 36.2660 dihydrolipoamide acetdtransferase precursor, putative Leishmania major 029 11 a7 217 19062 7.01 secreted ®
di|157867843 LinjF18.0680 citrate synthase, putative Leishmania major 0.27 22 9.4 462 52695 6.71 other
i 157868890 LrnjF 21.0640 phosphoglucomtase, putative Leishmania major 027 13 13.2 235 64198 57 other
0i[15767145% LmiF26.2700 &-phosphegluconolactonase Leishmania major 019 3 9.0 a1 78655 547 other
i[157673498 LmiF31.2650 atetoin dehydrogenase &3 compenentlike praiein Leishmania major 018 g 134 167 51315 9.03 ather
0il167874337 LrnjF 22,3260 fucosamine-E-phosphate deaminase, putstive; Leishmania major 047 [ a0 172 732 672 ather
glucosamine-B-phosphate isomerase, putative
0i157876249 LmjF34.3780 phosphomannomutase-like protein Leishmania major 017 B 6.6 254 65480 7.02 other
di|157869355 LinjF22.0780 NADH-cytochrome bs reductase, putative Leishrmania major 0.17 4 11.1 11 32497 8.49 secreted R
i[70905885 LrnjF35.3010 irypanothione-dependent ghoxalase | Leishmania major strain Friedlin 016 3 () 81 16308 Ta other
0i[ 157869618 LrnjF 23.0360 MADP-dependent alcohol dehydrogenase, putative Leishmania major 014 1 125 109 38972 578 other
0i[157668872 LmiF21.0550 dinydralipeamide acetliransferase precursoriike protein Leishmania major 013 [ 6.9 326 40700 537 cecreted | =
4i[1576869632 LmiF23.0430 alduse 1-spimerase-like pratein Leishmania major 0.2 4 7.4 107 44434 5.33 ther
gil167864562 LrjF 07.0805 n-acetiglueosamine-phosphate mutsse, putatie, ; ’ Leishmania major 012 4 1.9 L 66327 5.56 ather *
\osphomutase, putative; Iglucosamine mutase-like protein
0i[157875229 LmjF33.2550 isacitrate dehydrogenase, putative Leishmania major KKl 3 15 136 16591 535 other
0i[157876471 LrnjF 36.0150 fructose-6-phosphate2-kinaseffructose-2,6-hisph s phatase-likepratein Leishmania major 0.09 3 21 58 56043 632 ather
i[157875019 LrnjF33.1570 fibulose-5-phosphate F-epimerase, putative Leishmania major 009 3 EX] 83 28217 583 other
0i[157864338 LrnjF06.1070 deowmyribose-phosphate aldolase, putative Leishmania major 008 3 34 70 30368 .25 other
0i[157672547 LmiF30.2090 altohol dehydrogenase, putative Leishmania major 0.06 2 23 85 43981 5.09 ]
fatty acid metabolism
9i[7078867 1 LmiF28.1310 carni e acetl putative Leishmania major strain Friediin 0.0 4 282 1337 52958 581 other
9i[157667821 LmjF15.0520 peroxisomal enoyl-coa hydratase, putative Leishmania major 0.65 7 23 556 34668 538 other
ui[157674855 LmjF33.0830 2,4-tisnoyt-coa reductase fadht , putative Leishmania major 0.56 28 178 576 79442 567 ather
ui[157673275 LmiF31.1640 thiclase protein-like pratein Leishmania major 0.53 24 16.4 560 47260 507 M
0i[157873401 LmjF21.2250 3,2-rans-enoy-GoA . mitochondrial precursar, putative Leishmania major 0.50 23 205 552 13134 a.04 o
i157871219 LmjF26.1550 trilunctional enzyme alpha subunit, mitochondrial precursor-like protein Leishmania major 0.46 37 16.1 1191 80132 8.89 other
0i[157870301 LrnjF24.1840 lysophospholipase, putative Leishmania major 038 8 18.0 304 30638 6.3 ather
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gil1617559 LmiF01.0620 long chain fatty acid CoA ligase, putative Leishmania major strain Friedlin 0.34 19 14.2 428 78255 6.15 ather
0il157867708 LmjF18.0020 diphosphorm:  putative Leishmania major 034 12 13.3 1808 42002 503 other

il70768934 LmF27.0290 acyl cattier protein, putative Leishmania major strain Friedlin 034 2 12.0 53 1BES4 6.42 ]

0il157670341 LmF24.2030 3 oxoacyl (acyl-carler protein) reductase, putative Leishmania major 0.3 7 23.9 227 27307 9.06 secreted

Qi[157869706 LinjF23.0650 3F-ketoacyl-coa thiolase-like protein Leishmania major 023 7 8.4 133 47885 686 other

1i[157 865353 LrmjF10.0510 glycerak3-phosphate dehydrogenase [NAD+, glycasormalimitachondrial Leishrnania major 0.21 8 9.0 159 39787 917 other 1
0il157872801 LmjF30.3190 3-hydromy- 3-methylglutaryk CoA reductase, putative Leishmania majar 018 7 6.8 194 46608 8.76 secreted

0il70799772 LmiF29.2310 enoyl-CoA hydratasefisomerase-like protein Leishmania major strain Friedlin 01g 3 7.9 62 292485 .04 ather

0il70805857 LmiF 35.2730 acy-CoA  putative Leishmania maiar strain Friediin 018 3 7.3 73 44834 6.08 secreted

il 157670772 LmjF25.1770 3 0x0-5-alpha-steroid 4 dehydrogenase, putative Leishmania major 016 3 56 46 34414 959 other 2
0il157667018 LmjF15.1460 phosphomevalonate kinase-like protein Leishmania major 011 2 52 101 49773 577 secreted

4i[157878976 LimjF03.0230 long chain fatty Acyl CoA syhthetase, putative Leishrnaria major 010 B 5.1 137 70923 844 other

01i[2266910 LrmjF01.0470 fatty acyl CoA syrtetase 1, putative Leishrnania rmajar strain Friedlin 010 5 34 B& 7541 5 86 other

0il157876239 LmiF34.3740 sering palmitoyltransferase-like protein Leishmania majar 010 4 1.9 127 54239 6.65 A

0il7 0805622 LmiF 25.0820 serine palr ase, putative Leishmania maior strain Friedlin 0.09 4 3.4 130 59352 832 ather

Qil167871508 LmiF 28.0240 alycerol-3-phosphate dehydrogenase, putalive Leishmania majar 0.08 3 11 6 65597 8.46 other

0i|157669265 LmjF22.0310 carnitine ase-like protein Leishmania major 007 3 27 28 75700 636 other

0il157673048 LmF31.0560 mevalonate kinase, putative Leishmania major 007 2 27 33 35748 9.05 other

qi[157873171 LmjF31.1140 monoglyceride lipase, putative Leishrmania majar 0.07 2 23 41 35014 593 other

Qi[157865329 LrnjF10.0420 difydroxyacetone kinase 1-like protein Leishmania major 004 2 2.7 87 61548 603 other

0il157864540 LmjF07.0730 malonyl-coa decarbaxiase-like protein Leishmania majar 0.03 2 1.5 94 86321 713 [

0il167865140 LmiF09.1040 phospha acyltransferase, putative Leishmania majar 0.03 2 1.0 5 77610 8.65 ather 1
0il167864428 LmiF07.0200 phospt aphosphate synthase-like protein Leishmania majar 0.03 1 0.9 26 82238 678 S 1
proteins of the respiratory chain / energy metabolism

Qi[157870644 LmjF25.1170 ATPase beta subunit, putative: Leishmania major 399 173 59.8 5816 56541 514 M

Qi[157876235 LimnjF34 3670 vacuolar ATP synthase catalytic subunit a, putative Leishmania major 172 63 433 1587 68206 51 other

0il157871956 LmiF 28.2430 vacuolar ATP synthase subunit B, putative Leishmania majar 158 70 50.3 3075 55826 5.56 ather

0il167869180 LmiF21.1770 ATP synthase F1 subunit gamma prolein, putative Leishmania majar 156 37 1.6 995 34683 9.29 ather

0i[157663855 LmjF05.0510 ATFase alpha subunit Leishmania major 1.06 a7 28.2 1861 62754 973 M

ail157677116 LmF36.3100 ATP synthase, putative Leishmania major 008 16 28.2 463 25278 635 other

0i|157664089 LmjF05.1140 vacuolar ATPase subunit like protein Leishmania major 061 18 28.9 500 42025 485 other

Qi[157865903 LrnjF12.0520 vacuolar ATP synthase subunit, putative Leishmania major 058 4 19.7 B4 15656 539 other

4i[70905738 LrmjF 35.1540 reiske iran-sulfur protein precursor, putative Leishrnania rmajar strain Friedlin 055 16 1.2 242 340632 503 [ 1
0il157868007 LmiF18.1480 WADH:ubiguinone oxidareductase 78 Kd subunitlike pratein Leishmania majar 053 5 17.8 158 29292 478 ather

0il70805946 LmiF 25.2620 iron-sulfur cluster assembly protein, putative Leishmania maior strain Friedlin 0.51 4 24.3 11 17526 862 secreted

Qil1567869614 LmiF 23.0340 (H+)-ATPase G subunit, putative Leishmania majar 0.46 5 14.8 235 12378 8.9 other

ail157673187 LmjF31.1220 vacuolartype proton transiocating pyrophosphatase 1, putative Leishmania major 0.44 28 13.7 531 64155 511 S 15
0i|157672853 Lm]F30.3600 ATP synthase, epsllon chain, putative Leishmania major 043 13 30.4 44 20429 502 other

gi157864240 LmjF06.0610 carbonic anhydrase family protein, putative Leishrmania majar 043 g 12.1 195 35025 722 other

Qi[157869070 LrnjF21.1340 ATP synthase, putative Leishmania major 032 9 13.7 325 54410 576 other

Qil157877817 LmiF 36.5380 NADH dehydrogenase, putative Leishmania majar 030 F] 12.3 182 57739 9.34 secreted

0il167864400 LmiF 07.0060 cytochrome o1, heme protein, mitochondrial precursar, putative Leishmania majar 018 [] 10.9 159 30030 7.05 ather

0il1567868013 LmiF18.1510 P-tyne H+-ATFase, putalive Leishmania majar 018 24 a7 792 108036 531 other F]
0i|157664530 LmFO7.0630 vacuolartype Caz+-ATFase, pulative Leishmania major 016 15 6.0 320 123085| 578 other F]
0i|157669570 LmjF23.0130 vacuolar type h+ ATPase subunit, putative Leishmania major 015 1 a0 62 17259 8.65 5 4
Qi[157867817 LmjF18.0560 vacuolar ATP synthase subunit ¢, putative Leishmania major 011 2 75 128 47631 868 other

4i[157879116 LrmjF03.0010 inarganic pyrophosphatage, putative Leishrnania major 010 1 a7 45 25186 541 secreted

0il7 6363601 LmjF04.0010 organelle-tyne calcium ATPase Lelshmania major strain Friediin 0.05 4 21 122 112902| 565 ather 7
0il157872205 LmiF30.0610 nitrate reductase, putative Leishmania majar 0.04 2 1.3 [T 58448 6.21 ather

0il1567869920 LmiF23.1510 vacualar proton 10 ATPase subunit A putative Leishmania majar 0.03 4 1.8 30 88226 501 other [
protein biosynthesis

Qi[157867408 LrnjF17.0080 elongation factor 1-alpha Leishmania major 463 107 61.0 217 49485 903 other

Qi[157876477 LrnjF36.0180 elongation factar 2 Leishmania major 271 149 491 3614 94838 577 other

0i|3002483 LmjF01.0780 eukaryolic initiation Tactor 4, putative Lelshmania major strain Friediin 1.29 45 44.0 1145 45356 5.83 ather

0il167865542 LmiF11.0100 sery-tRNA synthetase, putative Leishmania majar 111 44 30.8 910 53850 5.29 ather

0il70800040 LmjF27.1310 arginytRNA synthetase, putative Leishmania major strain Friedlin 1.03 43 331 1183 78884 6.2 other

il157677110 LmF36.3070 fbrilarin Leishmania major 004 ] 231 218 25042 912 other

Qi[157871932 LmjF28.2310 eukaryotic initiation factor, putative Leishmania major 091 30 237 T06 46582 501 other

Qi[157879132 LrnjF03.0980 elongation initiation factor 2 alpha subunit, putative Leishmania major 083 16 213 422 49810 565 other

0il157867853 LrmjF18.0740 elongation factor TU, putative Leishmania majar 079 29 21.9 810 51903 6.96 ather

0il167872005 LmiF 26.69280 eukaryolic transiation initiation factor 3 subunit &, putative Leishmania majar 074 54 22.6 1680 2437 5.6 ather

0i|56554724 LmF25.0720 Chain A, Structural Analysis Of Leishmania Mexicana Eukaryotis Iniliation Factor 5a Leishmania mexicana 067 13 17.2 410 18855 543 other

0i|70305726 LmjF35.1410 threonyRMNA synthetase, putative Leishmania major strain Friedlin 0.66 28 5.7 624 90208 644 other

Qi[1578651268 LmjF09.0970 Tactor-1 gamma Leishmania major 063 27 233 486 46548 539 other

Qi[157865146 LrnjF0g.1070 eukaryotic trans|ation initiation factor 3 subunit, putative Leishmania major 053 18 19.4 363 53102 661 other

Qil157867014 LmiF15.1440 alutaminy-tRINA synthetase, putative Leishmania majar 052 21 21.6 441 66604 6.5 ather

Qil167872175 LmiF 20.0460 aspartytRNA synthetase, putative Leishmania majar 050 24 19.2 418 62676 6.01 ather

0il157675467 Lm]F34.0350 eukaryolic ion Initiation factor 5, putative Leishmania major 050 11 16.7 180 43254 6.6 other

0il157677257 Lm]F36.3680 eukaryolic ion Initiation factor 3 subuni, putative Leishmania major 047 17 19.6 4T 45651 583 secreted

Qi[15787BE3Z LmjF36.0850 Eukaryotic translation initiation factor & (elF-B), putative Leishmania major 043 B 157 143 27454 505 other

i[157872813 LrmjF 30,3240 glutarny-tRNA syrthetase, putative Leishrnania major 0.40 17 17.5 475 68033 8 65 sacreted

0il70788541 LmiF 29.0060 tryptophanyk-tRNA synihetase, putative Leishmania major strain Friedlin 038 14 1.5 495 55233 872 secreted

0il167865847 LmiF12.0250 cysteiny-tRNA synthetase, putative Leishmania majar 037 5 21.9 449 8887 573 ather

0il157677288 Lm]F36.3640 alycyl tRNA , putative Leishmania major 033 3 16.7 388 71086 565 other

0i|157677688 Lm]F36.5620 isaleucyl-tRNA synthetase, putative Leishmania major 030 6 12.4 675 126420 507 other

Qi[157869507 LmjF22.1540 alanyl-IRKA synthetase, putative Leishmania major 030 25 13.2 T56 106882 561 other

1i[157 866653 LrmjF14.1180 poly(A) polyrerase, putative; polynuclectide adenylyitransferase putative Leishrnania major 0.30 F] 14.9 171 TROTE 687 other

Qil157867075 LmiF16.0140 eukaryolic translation initistion factor 14, pulative Leishmania majar 030 2 17.9 ] 18680 4.69 ather

0il1 57866286 LmiF13.1100 leucyl-tRNA synthetase, putative Leishmania majar 0.8 21 12.5 534 123061 50 other

0i|157664751 LmF05.0550 ion initiation factor-like protein Leishmania major 032 5 10.7 55 38302 512 other

0i|157675576 LmF34.0840 factor 1-beta Leishmania major 0.7 5 9.7 121 25630 515 other

Qi[157865752 LrnjF11.1170 eukaryotic release factor 3, putative Leishmania major 020 7 9.2 126 84458 76 other
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eIF-28 GDP-GTP exchange factor, pUtative;

ail157865443 LmjF10.0850 nitiation fastor elF- 26 bela subunil, putative Leishmania major 019 7 12.2 172 57915 544 ather
Qil157871774 LjF 26.1530 DEAD hox RNA helicase, putative Leishmania majar 01a 4 75 a7 44312 6.3 ather
Qil167872768 LmjF 30.3040 eukaryotic ion initiation factor 3 subunit 7-like protein Leishmania majar 018 13 1.4 356 61436 5.00 ather
Qil167874678 LmjF 33.0510 ATP-hinding cassette protein, putative Leishmania majar 018 f] 9.3 130 74983 6.27 ather
0il70800027 LmjF27.1210 ion initiation factor elF 2B subunitlike protein, pulative Leishmania majar strain Friedlin 0158 5 9.3 12 60024 916 ather
ail157868203 LrmjF18.0800 ABC fransporter, putative Leishmania major 016 7 105 201 69016 584 ather
ail157872733 LrmjF 30.3130 valy-HRMNA . putative Leishmania major 0.15 3 T3 210 110365 618 ather
ai[157872209 LrmjF 30.0630 histidyl-tRNA synihetase, putative Leishmania major 0.15 5 6.8 69 53382 569 ather
ail 157866671 LmijF14.1270 ubiguitinfribosamnal pratein §27a, putative Leishmania majar 015 1 2.6 158 17303 955 ather
0i[157865797 LmjF12.0010 ranslation initiation factor elF-28 alpha subunit, putative Leishmania majar 014 2 74 67 38095 57 S
0i[157875933 LmjF34.2340 asparaginyl-ima synthetase, putative Leishmania majar 013 ] 2.3 144 100611 781 1]
0i[157876566 LmjF 26.0570 Witochandrial elongation facior G, putative Leishmania majar 013 ] 5.0 146 84558 6.23 1]
0il157668268 LrmjF19.1040 phenylalany-IRNA synthetase, putative Leishmania major 011 ] 6.2 185 71523 554 ather
0il157669606 LmjF 23.0300 iryplophanyl-tRMA synthetase, putative Leishmania major 011 5 (] 154 46683 856 ather
ail157673803 LrmjF 32.0670 phenylalanyl-tRMA synthetase alpha chain, putative Leishmania major 0.08 2 5.4 73 56530 715 ather
Qil1578667732 LrmjF15.0230 lysyl-IRNA synthetase, putative Leishmania major 0.08 4 48 84 67393 611 ather
0il157866691 LinjF14.1370 tyrosyHIRINA syrithetase, putative Leishmania major 0.07 4 EN 149 75928 5.54 ather
Qil157670834 LinjF25.2080 elongation factor 2-1ike protein Leishmania major 0.05 2 28 56 98957 5.56 ather
0i|157878963 LrnjF03.0160 ABC transporter pratein, putative Leishrmania majar 0.03 3 23 33 62689 594 other
ribosomal protein

Qil157676643 LrmjF 36.0840 40 ribozomal protein 518, pulative Leishmania major 3.56 32 6.4 452 17497 1054 ather
ail 157867831 LrmjF16.0620 608 rihozomal protein L10a, putative Leishmania major 1.86 43 26.6 1669 24970 9.61 ather
Qil70905630 LinjF 35.0410 405 ribozamal protein S3a, putative Leishmania majar strain Friedlin 1.91 32 424 1160 30217 10.3 ather
0il157866320 LinjF13.1230 405 ribozamal protein 54, putative Leishmania major 185 36 EIN 989 30834 1034 ather
0i[157865716 LrnjF11.0960 405 ribozsarmal protein 55 Leishrmania majar 179 34 395 740 21398 1016 other
0il157871085 LnjF 26.0890 405 ribogornal protein 516, putative Leishrmania majar 174 a7 51.0 671 16791 107 other
gi|70799733 LrnjF 291800 405 ribogsormal protein 5153, putative Leishrania majar strain Frediin 163 10 485 341 14858 9.80 other
0i|157866150 LrnjF13.0670 405 ribogornal protein 512, putative Leishrmania majar 1.48 18 426 432 15826 477 other
0i[157877540 LnjF 36.5120 405 ribosarmal protein SA, pUtative Leishrmania majar 144 46 26.0 737 27767 76T other
0i[157867033 LrnjF15.1470 WPHZIRS6-1IKe protein, fiBosomal protein S6, putative Leishrmania majar 141 33 333 767 13564 656 other
0i|157866908 LnjF15.0950 405 ribosarmal protein 53, pUtative Leishrmania majar 122 15 329 343 24741 982 other
0i[157871666 LnjF 26.1030 ribosarmal protein 520, putative Leishrmania majar 1.06 [E 448 315 13060 986 other
il157871235 LnjF 26.1630 405 ribogornal protein 533, putative Leishrmania majar 103 [ 50.6 141 9797 98 other
0i[157864493 LrnjF07.0500 605 ribogormal protein L7a, putative Leishrmania majar 0.94 36 250 920 29860 10.88 other
0i|70905963 LnjF 35.3800 605 riboormal protein L33, putative Leishrania majar strain Frediin 089 [ 381 187 15118 0.1 other
il157871910 LnjF 28.2205 ribosormal protein 529, putative Leishrmania majar 089 3 333 61 6963 987 other
0i|157866960 LrnjF15.1203 605 atidic ibosarmal protein P2 Leishrmania majar 0.8 [ 333 333 11048 423 cecreted
0i|70905785 LrnjF 211780 405 ribozarnal protein S6, pUtative Leishrania majar strain Frediin 084 12 229 193 28344 11.45 other
0i|76363750 LnjF 04,0950 605 riboornal protein L10 Leishrmania majar 081 33 E 521 24940 10.76 other
gil7079a787 LnjF 29.2460 605 ribogornal protein L1 3, putative Leishrania majar strain Frediin 081 15 241 377 24908 10.8 other
0i|70805771 LnjF 35.1900 605 riboormal protein L5, putative Leishrania majar strain Frediin 080 31 19.3 671 34031 10.04 other
0i|7 0905648 LrnjF 32.0880 605 ribogarnal protein L1 8a, putative Leishrania majar strain Frediin 080 [E 6.8 367 20908 10.31 other
0i|70805751 LrnjF 22050 605 ribogornal protein L36, putative Leishrania majar strain Frediin 080 7 252 103 16280 10.81 ]
0i|70905775 LnjF 35.1920 605 ribogornal protein L36, putative Leishrania majar strain Frediin 080 [ 143 132 11942 11.26 other
0i|157869010 LrnjF 211050 605 ribogormal protein LG, putative Leishrmania majar 075 11 232 101 21771 9.88 other
0i|76363693 LrnjF 22.0030 605 riboarnal protein L11 (L5, L16) Leishrania majar strain Frediin 075 ] 262 140 21817 10.02 other
0i|157868136 LnjF19.0390 405 ribogornal protein 513, putative Leishrmania majar 074 11 265 101 17491 11.03
0i|157864530 LnjF07.0680 405 ribozsarmal protein 59, putative Leishrmania majar 073 10 20.0 116 22399 10.65 other
0i[157874305 LrnjF32.2710 ribosarmal protein L27, putative Leishrmania majar 059 7 239 171 15435 11.71 other
0i[157871656 LnjF 26.0960 405 ribogormal protein 514 Leishrmania majar 058 [ 312 328 15697 10.25 other
0i[157868717 LrnjF 21.1550 ribosaormal protein $11 homology Leishrmania majar 055 [ 241 70 16473 10.89 other
0i|157868060 LnjF19.0060 405 ribosarmal protein 52 Leishrmania majar 054 31 243 476 28900 953 other
0il70905728 LnjF 32.3900 605 riboormal protein L2, putative Leishrania majar strain Frediin 054 17 215 303 28597 10.7 other
0i|3366902 LrnjF01.0410 ribosormal protein S7, putative Leishrania majar strain Frediin 051 ] 215 190 23813 11.00 other
0i|7 0905614 LnjF 35.0240 605 ribogornal protein L30 Leishrania majar strain Frediin 050 5 231 311 11573 a7 other
0i[157877464 LnjF 36.4650 605 acidic rbogomal pratein, putative Leishrmania majar 047 [ 235 138 25398 96 other
0i|157869943 LrnjF 240040 605 ribogormal protein L17, putative Leishrmania majar 046 5 19.9 147 19299 10.67 other
0i|157869503 LrnjF 22.1560 405 ribosornal protein L1 4, putative Leishrmania majar 044 [ 126 184 20116 10.46 other
0i|70799648 LnjF 291080 ribosarmal protein L1 a, putative Leishrania majar strain Frediin 038 12 123 354 46825 938 other
0il157871381 LnjF 26.2330 605 ribogornal protein L35, putative Leishrmania majar 037 7 220 149 15269 11.31 other
0i[157864231 LnjF 06.0580 605 ribogarnal protein L33a, putative Leishrmania majar 034 5 11.0 67 16326 1053 other
0il157871984 LnjF 28.2560 405 ribogormal protein 517, putative Leishrmania majar 034 4 11.9 58 16502 10.83 other
0i[157865255 LrnjF10.0070 ribosormal protein 1353, putative Leishrmania majar 034 4 10,4 40 16558 11.76 other
0i[157865744 LrnjF11.1130 605 ribogornal protein L36, putative Leishrmania majar 034 4 10.2 103 16439 1.7 other
0i|70800047 LrnjF 27.1390 605 acidic ibogamal sUbUNit pratein, putative Leishrania majar strain Frediin 033 [ 146 102 35071 501 other
0i|157866763 LnjF15.0200 605 ribogarnal protein L1 3a, putative Leishrmania majar 033 [ 126 157 25604 1075 other
0il157869287 LnjF 22.0420 405 ribosornal protein 15, putative Leishmania rmajar 032 2 10.5 ] 17424 107 other
0il157867139 LrnjF16.0460 605 ribosormal protein 121, putative Leishmania rmajar 031 [ 19.5 191 18132 1053 other
gil70799827 LnjF 29.2860 405 ribosornal protein 519-like protein Leishrania majar strain Fredlin 030 7 224 101 18280 10.82 other
0il157870947 LrnjF 26.0170 605 ribosormal protein L7, putative Leishmania rmajar 029 7 10.3 167 28940 10.5 other
0i|7 0906091 LnjF 35.5100 605 ribosornal protein L37 Leishrania majar strain Fredlin 028 3 10.5 63 9408 11.75 other
0i|157864153 LrnjF06.0410 605 ribosornal protein L19, putative Leishmania rmajar 028 3 71 41 30517 11.37 other
0i|157866918 LrnjF15.1000 605 ribosormal protein L6, putative Leishmania rmajar 026 4 9.z 123 21089 1052 other
0i|157866800 LnjF15.0380 605 acidic rbosomal pratein, pltative Leishmania rmajar 026 3 10.2 166 10256 399 secreted
0il157877258 LnjF 36.3750 405 ribosarmal protein 527-1, putative Leishmania rmajar 026 2 16.6 67 10135 974 other
0i|157869150 LrnjF 21.1820 605 ribosarnal protein L37a, putative Leishmania rmajar 025 4 19.6 193 10535 11.23 other
0il157872918 LrnjF30.3720 605 atidic ibosarmal protein P2, putative Leishmania rmajar 025 4 75 85 10575 434 secreted
0il157879015 LrnjF03.0440 605 atidic ibosarmal protein P2, putative Leishmania rmajar 023 1 14.4 27 11182 44 secreted
0i|157870349 LrnjF 24.2070 405 ribosarmal protein 58, pUtative Leishmania rmajar 022 ] 1.4 243 24964 11.26 other
0i|157876669 LrnjF 36.1100 ribosarmal protein L24, putative Leishmania rmajar 08 3 11.3 131 14676 11.61 other
i[157874311 LrnjF32.3130 ribosormal protein |3, putative Leishmania rmajar 07 7 9.8 274 47743 11.05 other
0i[157877066 LnjF 36.2870 405 ribosormal protein 5248 Leishmania rmajar 016 3 10.9 192 15874 11.06 other
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970905960 LmiF36.3780 608 ribosemal protein L27A/L29, putative Leishmania major strain Friedlin 016 2 1.0 30 16259 1048 | other
4i[70805504 LmiF36.2180 508 ribosomal protein L12, putalive Leishmania major strain Friedlin 015 5 9.1 19 17688 952 ather
570805968 LmiF35.3850 308 Ribusomal protein 517-like protein Leishmania major sirain Friediin 015 4 71 140 36051 .76 other
9157667981 LmjF15.1400 505 ribosomal protein L34, putalive Leishmania major 013 2 4.8 4 19323 1178 | other
ui[157667072 LmjF156.0160 505 ribosomal protein L17, putalive Leishmania major 0.07 2 36 53 35746 567 M
protein degradation
ai[157869168 LrmjF211700 proteasome alpha 2 subunit, putative Leishmania major 254 36 [EE 1168 75308 565 Sther
01157666599 LrmiF14.0850 calpain-like cysteine peplidase, putaiive, cysteine peptigaze, Clan CA family G2, putative Leishmania major 199 20 396 458 13042 47 other
5i[70905716 LmiF35.1300 ubiquitin-conjugating enzime E2, putative Leishmania major strain Friedlin 174 18 522 549 16755 5.08 ather
570799924 LmiF27.0180 proteasome alpha 7 subunit, putative Leishmania major strain Friedlin 1.58 il 26.9 615 26017 5.20 ather
4i[157873278 LmiF31.1900 ubiquifin-fusion protein Leishmania major 122 18 36.7 372 14858 9,91 ather
9i[157665570 LmjF11.0240 proteasome alpha 7 subunit, putative Leishmania major 122 18 3.2 472 77887 555 other
9i[157676781 LmjF36.1600 proteasome alpha 1 subunit, putative Leishmania major 112 18 36 520 29696 518 ather
0i[157665839 LmjF12.0210 proteasome regulatory ATPase itice118.3, putative Leishmania major 103 31 350 587 46064 518 secreted
qi[157868318 LmjF21.0760 195 proteasome regulatory subunit, proteasame regulatory non-ATP-ase subunit 5, putative Leishmania major .00 29 251 817 54638 591 ather
4i[157869313 LmiF22.0570 proteasome requlatory ATPase subunit 1 putative Leishmania major 094 25 35.0 420 29332 596 other
ai[157869192 CriF21.1830 205 proteasorne subunit alpha 5_putative; proteasome alpha & subunit, putative Lsishmania major 090 3 202 332 26881 535 Sther
ail1 57873695 LmiF32.0390 268 proleasome regulalory subunit, putative, i Leishmania majar 0386 20 29.5 668 40300 549 ather
proteasome regulatory nan-ATP-ase subunit 8, putative
3I[75363736 LmjF04.0680 ubiquifin-conjugating enzyme E2 Leishmania major 078 7 345 164 17210 54 other
9i[2560 LmjF10.0470 metalloprotease gpé3 Leishmania mexicana 072 58 241 1105 70321 532
4i[70906088 LmjF35.4850 proteasome alpha 1 subunit, putative Leishmania major strain Friediin 0.7 14 260 563 27548 564 other
9i[70789547 LmjF28.0120 proteasome requlatory non-ATPase subunit, putative Leishmania major strain Friediin 070 49 28 1338 100288 496 other
4i[157868080 LrmiF19.0160 aminopeptidase, putative; metallo-peptidase, Clan WG, Farily W24 Lsishmania major 069 28 711 546 3008 568 Sther
0i[157675890 LmiF34.2125 ubigquitin-like protein Leishmania major 0.68 4 78 110 5722 5.04 other
9i[157 665801 LmiF12.0030 proteasome bets-1 subunit, putalive Leishmania major 0.62 19 0.8 435 30710 5,61 ather
5i[70805723 LmiF36.1380 metallo-pepidase, Clan ME, Family M16 Leishmania major strain Friedlin 0.58 8 5.1 629 56015 5.36 ]
02266817 LmiF01.0650 tall  Clan ME, Family M16 Leishmania major strain Friedlin 057 20 18.4 372 55570 512 secreted
9i[157678038 LmjF03.0540 serine peptidase, Clan 5, family 516, putative Leishmania major 0.57 13 28 280 44438 578 other
0i[157666094 LmjF13.0080 carb idase, putalive, metallo-peplidase, Clan MA(E), family 32 Leishmania major 0.55 27 155 528 57453 567 ather
4i[157677408 LmiF36.4360 proteasume regulatory ATPase subunit Leishmania major 0.55 19 224 407 45762 3.08 ather
0i1157868830 LrnjF21.0340 metallo-peptidase, Clan ME, Family W16, Leishmania major 055 16 229 464 51605 73 otier
mitochondrial processing peptidase alpha subunit, putative
ai[157874238 LmiF32.2820 proteasome regulatory non-ATP-ase subunil, putative Leishmania major 054 18 184 458 46788 512 other
0i[157665323 LmjF22.0620 proteasome regulatory ATPase subunit 5, putative Leishmania major 0.50 18 200 438 4731 567 other
gi[157673871 LmjF32.1200 proteasome regulatory nan-ATP-ase subunil, putative Leishmania major 048 6 215 102 31308 521 ather
gi[157671223 LmjF26.1570 tall  Clan MAGE), Family M3, thimet ol idase, putalive Leishmania major 048 40 178 504 77775 556 ather
qi[157675225 LmjF33.2540 car . putative, metallo-peptidase, Clan MACE), Family M32 Leishmania major 048 7 210 316 57470 555 ather
4i[70905820 LmiF35.2350 metallo-peptidase, Clan MG, Family M24 Leishmania major strain Friediin 045 19 167 427 54367 556 other
ai[157673939 [rmiF32.1500 [ATP-dependentzine metallapaptidase, putative; metallo-peptidass, Clan MAEY, Farmily MaT Lsishmania major 043 7 6.0 507 78431 552 Sther
01157666294 LrmiF13.1090 proteasome regulatory ATPase subunit 2, putative Leishmania major .43 12 189 315 49544 562 other
ail1 57875536 LmiF 24,0650 188 proteasome regulatory subunit, Metallo-peptidase, Clan WP, Family MG7, Leishmania majar 043 1 14.9 186 24745 652 ather
proteasome regulatory nan-ATP-ase subunit 11, putalive
4i[70905968 LmjF35.3840 proteasume beta 2 subunit, putative Leishmania major strain Friediin 043 6 196 100 27847 555 other
gi[728602 LmjF28.0820 cathepsin Brlike erzyme Leishmania mexicana 033 17 174 438 38031 558
4i[157867690 CrnjF17.1200 otubain cysteine peplidase, Clan CA, family C65, putative; otubain, putative Lsishmania major 039 5 100 52 30447 454 Sther
19573 LrmiF19.1420 cysteine proteinase Leishmania mexicana 038 18 153 191 39176 6.3 s
i[157676510 LmiF36.0320 proteasome bets 2 subunil, putative Leishmania major 0.37 6 131 227 73557 5.05 ther
9157868661 LmiF20.1310 calpain-like cysteine peplidase, Clan CA, family C2, calpain like cysteine peptidase, pulative Leishmania major 0.37 2 13.7 35 15150 5.27 ather
0i[157866477 LmiF14.0310 proteasome alpha 3 subunit, putative Leishmania major 0.36 18 207 328 32347 533 ather
5i[70800034 LmiF27.1270 cysteine peptidase, Clan G#, family 18, puative Leishmania major sirain Friediin 0.36 1 151 337 66131 748 other
gi[70788731 LmjF28.2500 serine peptidase, Clan 5J, family 516, putative Leishmania major sirain Friedlin 0.35 3 151 181 50108 533 other
0i[157666292 LmjF13.1580 ubiquifin-conjugating enzyme-like pratsin Leishmania major 0.35 6 196 147 16228 503 ather
0i[157665088 LmjF08.0770 b, serine peplidase, clan 5C, family 59 like protein Leishmania major 0.31 14 5.2 284 53577 56 ather
4i[157864052 LmjF05.0960 dipeplidyl-peptidase I, putative, metall _Clan I, Family M43 Leishmania major 030 18 138 331 76262 53 ather
4i[157864138 LmiF06.0140 208 proteasorne beta 6 subunit, putative; prateasome beta B subunit, putative Leishmania major 030 10 105 275 28120 65 other
ai[157675030 LrmiF33.1610 peplidase MI0M25MAD, putative Lsishmania major 027 ] 108 435 51938 545 Sther
01157865648 LrmiF11.0620 aminopepdase, putative; Mmetallo-peptidase, Clan WF, Family b7 Leishmania major 0.7 [ 103 77 31665 591 other
i[157665390 LmiF19.1590 ATP-d inc , putative; metall . Clan MAGE), Family M1 Leishmania major 0.26 g 169 344 54773 5.67 ather
570805890 LmiF36.3060 ubiquilin-activating enzyme E1, putative Leishmania major strain Friedlin 0.25 3 1.0 439 127267 | 633 ather
4i[157876308 LmiF34.4060 cysteine Clan CA, family C18, pulative; ubiquitin hydrolase, putative Leishmania major 0.75 1 103 486 103468 532 ather
9i[157668156 LmjF18.0550 tall  Clan MG, Family M2+, methionine ami idase, putalive Leishmania major 0.25 7 105 165 45637 508 other
gi[157670017 LmjF24.0420 cysteine peplidase, Clan G4, family G1 2, putative; ubiquitin carboxy-terminal hydrolase, putative | Leishmania major 0.24 3 121 2a1 34708 503 ather
0i[157668284 LmiF18.1120 proteasome regulatory nan-ATP-ase subunil, putative Leishmania major 0.24 7 1.2 174 46506 5.25 ather
qi[157671480 LmjF28.0110 proteasome beta 3 subunit, putative Leishmania major 024 6 122 137 22730 534 ather
hs1vu complex proteslytic subunitike,
wpnevETTIe miFaa.3a90 hs1vu cnmglex Emten\:::m subunit-like, threonine  Clan Tt1), family 18 Lelshmania major 23 ° e o a8 =7 "
gi[157677424 LmiF36.4450 tall  Clan MAGE), Family M3, mitochondrial i iate pepiidase, putative Leishmania major 072 3 e 408 76820 508 W
9i[157676370 LmiF34.4460 205 proeasome bsta 7 subunil, putative Leishmania major 022 7 127 175 25134 5.04 other
gil157875248 LrjF33.2610 metallo-pepfidase, Glan ME, Family M1, Leishmania major 0.21 [ 95 252 53307 653 ather
mitochondrial processing peptidase alpha subunit, putative
9i[70799765 LmiF28.2240 metallo-peptidase, Clan MACE), Family M1 Leishmania major strain Friedlin .20 il 0.8 508 97288 570 other
ai[157871812 LmiF28.1730 proteasome regulatory non-ATP-ase subunil 2, putative Leishmania major 018 14 9.5 372 106738| 538 secreted
9i[157666932 LmjF15.1300 cysteine peptidase, Clan G4, family 18, putative; ubiquitin hydrolase, putative Leishmania major 018 12 5.3 451 156600 547 other
0i[157669678 LmjF23.0550 ubiquilin-astivating enzyme E1, putative Leishmania major 017 7 121 223 116186 568 ather
0i[157668942 LmiF21.0840 aminopeplidase 2, putative Leishmania major 016 6 103 102 51427 551 ather
4i[70788777 LmjF28.2360 tall  Clan MH, Family 120 Leishmania major strain Friediin 016 3 56 55 50268 514 ather
ai[157673585 LmiF31.3090 metallo-peptidase, Clan ME, Family M16; peplidase, putative Leishmania major 015 18 57 372 125103| 52 secreted
ai[157677892 miF36.6430 Ubiquifin fusion degradation protein, putative Lsishmania major 015 5 5.8 T1g 34744 5 Sther
0i[157664638 LrmiF07.1120 proteasome regulatory nen-ATP-ase subunit, putative Leishmania major 015 2 5.4 121 36694 .31 other
4i[157664408 LmiF07.0100 metallo-pentidase, Clan ME, Family M1 6C, pitrilysin-like metalioprotease Leishmania major 0.4 1 7.4 353 116461 | 583 ]
9i[2006219 LmiF01.0830 metallo-peptidase, Clan MACE), Family M3 Leishmania major strain Friedlin 014 B 6.6 383 76582 5.75 ather
4i[157877852 LmiF36.6750 prolyl oligopeptidase, putative; serine clan SC, Tarmily 594, putative Leishmania major 014 T 5.9 146 78655 558 ather
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qil1 57866250 LmjF12.0870 metallo-peptidase, Clan ME, Family M16; Leishmania majar 014 7 1.0 178 58169 7586 secreted
ritachondrial processing peptidase alpha subunit, putative
0170800055 LrmiF27.1460 proteasome regulatory non-ATP-ase subunit 3, putative Leishimania major strain Friediin 014 5 [EK] 132 38248 519 ther
9i[157672131 LmiF30.0250 cysteine peplidase, Clan CA, family 19, putative; ubiquitin hydrolase, putative Leishmania major 013 B 7.4 168 126999 52 ather
0i[157869758 LmiF25.0850 cytosolic leucyl ar - metall _Clan WF, Family b17 Leishmania major 013 6 10 167 60628 9.21 ]
ui[157664388 LmjF07.0010 ubiquitin activating E1 enzyme, putative Leishmania major 013 5 72 108 B0151 505 other
qi[157667829 LmjF18.0610 ATP- inc  putative, metall Clan MAGE), Family a1 Leishmania major 012 3 5.9 283 55040 598 ather
(70799771 LrnjF29.2300 cysteine peptidase, Clan CA_family C19, putative Leishmania major strain Friedlin 010 7 19 168 83679 546 ather
0i[157671856 LmiF28.1950 %epro, dipeptidykpeptidase, serne peptidase, Clan SC, farmily 515, putative Leishmania major .10 5 3.5 a1 77327 558 other
4i[157665853 LmiF12.0280 omithine decarboxylase, pulative Leishmania major 0.0 4 E 156 78352 5.62 ather
ai[157870442 LmiF25.0180 cysteine  Clan GA, family C12, pulative; ubiquitin carboxy-lerminal hydrolase, putative | Leishmania major 010 3 5.9 181 75380 502 ather
9i[157675238 LmjF33.2570 amino  putative, metallo-peplidase, Clan F, Family b1 7 Leishmania major 0.08 3 6.8 7 56747 5.67 ather
4i[2266823 LmjF01.0710 ubiquitin activating enzyme, putative Leishmania major sirain Friediin 0.08 2 48 54 58356 543 secreted
0i[70799955 LrnjF 27.0500 cysteine peptidase, Clan CA,_family G2, putative Leishmania major strain Friedlin 0.08 31 21 717 702676 514 ather
0171745892 LmiF02.0040 metallo-peptdase, Clan MG, Family M24 Leishmania major 0.08 3 6.3 61 59481 554 secreted
oi[157872233 LmiF30.1200 cysteine peplidase, Clan CA, family G109, pulative, ubiquitin hydrolase, putative Leishmania major 0.07 5 2.2 140 2417|601 ther
9i[157872948 LmjF31.0100 o  putative; metallo-peplidase, Clan MK, Family MB7 Leishmania major 0.06 2 33 51 40358 76 ather
5i[70805887 LmjF35.4020 Serine peplidase, Clan 5G, Family 5085 Leishmania major sirain Friediin 0.06 1 a1 43 43338 525 A
4i[157667440 LmjF17.0140 peplidase T, putative; peptidase T, putative, metall ClanhiH, family 208 Leishmania major 0.05 5 71 73 47560 567 other
0i[157873010 LrnjF21.0390 calpain-like cysteine peptidase, putative; cysteine peptidase, Clan G, family G2, putative Leishmania major 0.05 5 56 85 a7703 508 secreted
ail157870975 LinjF26.0300 aminapeptidase-like pratein; metallo-peptidase, Clan MAE), Family M1 Leishmania major 0.05 3 2.8 165 98829 557 ather
i[157876957 LmiF36.2420 dipeplidyl-peplidase &-like serine peplidase, putative; serine peplidase, Clan SC, Family 398 Leishmania major 0.05 3 2.5 56 95110 5.50 ather
9i[157873078 LmjF31.0700 ATF- inc  putative; metall  Clan MACE), Family M41 Leishmania major 0.05 2 24 78 96592 537 ather
0i[157667798 LmjF15.0450 serine (CBP1), putative, serine  Clan 5, Family 510 Leishmania major 0.08 2 1.8 52 52480 525
0i[157 866451 LmjF14.0180 can . putative, metallo-peplidase, Clan MA(E), Family M32 Leishmania major 0.04 3 34 a4 A7448 574 other
metallo-peptidase, Clan MAGE), Family a1,
1578770189 LmiF36.2710 m‘mmﬂfmrﬁ'alATP,dEpEmE(m)m mgmmapmaggl autative Leishmania major 004 1 3.2 7 62434 551 A
3i[70789343 LmjF27.0380 serine peptidase, Clan 5P, family 559, putative Leishmania major strain Friediin 0.03 2 12 54 160251 668 other
0i[157876041 LmjF34.2810 metallo-peplidase, Clan MG, Family M1 4, zint carbmypeptidase, putative Leishmania major 0.03 B 12 a0 a1288 a.04 other
0i[157874255 LrnjF3z.2a10 Cysteine peptidase, Clan CA,_family C19, putative; ubiquitin hydrolase, putative Leishmania major 0.0z 3 10 176 149983 524 other
4i[157865090 LmiF09.0740 ubiquilin ligase, putative Leishmania major 0.02 2 0.9 47 754911 644 ther
0i[157864444 LmiF07.0280 ubiquitin-protein ligase like, putative Leishmania major 0.01 5 0.7 47 673804 566 ather
9i[157667188 LmjF156.0730 cysteine peptidase, Clan G, family 18, putative, ubiquitin hydrolase, putative Leishmania major 0.01 1 0.7 47 203630 604 other
amino acid metabolism
0166393720 LrmiF06.0370 glutarnine synthetase Leishmania mexicana 187 53 [ 1493 42993 571 ther
i[157877303 LmiF36.3910 5 adenosylhorecysteine hydrolase Leishmania major .42 44 3.3 875 43425 5.72 ather
4i[157872058 LmiF28.2810 glutamate dehydrogenase, putative Leishmania major 137 78 301 3348 49668 579 ather
gi[157677218 LmjF36.3590 cysteine synihass, putative Leishmania major 131 32 381 596 35713 5.55 ather
4i[157670007 LmjF24.0370 aspartate aminotr  putative Leishmania major 067 26 208 504 45133 527 secreted
0i[157867155 LrnjF16.0540 aspartate carbamoylransferase, putative Leishmania major 064 1 18.3 509 35432 6.21 ather
0i[157678270 LmiF03.0200 deHta-1-pyrroling-5-c arboylate dehydrogenase, putative Leishmania major 0.62 FH 241 595 52659 5.25 other
4i[157865640 LmiF11.0590 - methylcratonayl Cof carboxylase beta subunit, putative Leishmania major 0.54 14 5.7 348 58529 8.57 ather
9i[157869088 LmiF21.1430 Zowisovalerate d alpha subunit, putative Leishmania major 053 7 15.7 447 53622 576 ]
4i[70782983 LmjF27.0880 >-ouglutarate subunit, putative Leishmania major sirain Friediin 0.50 34 211 747 113438 646 M
0i[70905907 LmjF35.3230 gamma lyase, puiative Leishmania major sirain Friedlin 048 1 13.4 382 15074 .45 other
di|157866920 LnjF15.1010 glutamate dehydrogenase Leishrmania major 0.42 32 14.0 556 115588 7.64 M
0137954189 LmiF35.1480 arginase Leishmania mexicana 0.41 T 182 146 36572 5.01 other
570799958 LmiF27.0830 isovalentcoh dehydrogenase, putatve Leishmania major strain Friedlin 0.40 0 9.3 274 44973 5.2 ]
0i[157869598 LmjF25.0260 argininosuctinate synthase, putative Leishmania major 038 6 131 403 46658 5.61 other
5i[70806113 LmiF35.5330 isomerase, putative Leishmania major sirain Friediin 037 7 178 147 40113 759 ather
gi|70800012 LmjF27.1080 cysteine desulfurase, putative Leishmania major strain Friedlin 0.36 14 14.5 281 48561 8.8 m
0i[157868741 LrnjF20.1560 W-atyk-L-amino acid amidohydrolase, putative; aminoacylase, putative Leighmania major 034 7 202 263 43259 539 other
i[157672793 LrmiF30.3110 S-atenosyimethionine decarhomylase proenzyme Leishmania major 0.33 0 181 188 43402 5.05 other
4i[157873598 LmiF31.3130 methylerolonoyk-roa carhosylase bistinylated subunipratein-like protein Leishmania major 0.30 il 124 443 76606 5.25 ]
9i[18572236 LmjF05.0870 mercaptopyruvate suffur Lsishmania mexicana 028 5 151 1z 40725 578 other
0i[2243024 LmjF15.0590 carbamyl synthase Leishmania mexicana 027 30 154 743 iTiTie| s ather
0i[157872927 LrnjF21.0010 5-rnethyltetrahydrapterayltriglutamate—homocyst ei nemethyltransieras e, putative Leighmania major 0.26 30 12.7 476 86627 547 other
4i[157665739 LmiF20.1550 N-acykL-aming acid amidohydralase, putalive, amineacylase, putaiive Leishmania major 0.26 T 19.7 281 43913 5.63 ther
9i[157677272 LmiF36.3500 aminomethyl o precursor, putative Leishmania major 0.26 4 5.4 52 43487 5.08 ather
4i[70739935 LmjF27.0300 methylmalonyl-coenzyme a mutase, putative Leishmania major sirain Friediin 025 15 130 318 7a712 5.16 secreted
0133311168 LmiF35.0820 broad epetificlly aminotransferase Leishmania mexicana 0.24 6 175 112 464032 5.65 other
9i[157871231 LmiF 261610 proline wridase, mitochandrial precursorlike proein Leishmania major 0.2 B 5.4 315 54246 9.16
570806057 LmiF35.4720 glycing cleavage system H protein, putative Leishmania major sirain Friediin 022 z 5.4 za 1773 438 other
i[157871075 LrmjF 26.0830 asparagine synihetase a, putative, aspariale—-ammonia igase, putalive Leishmania major 0.21 5 a6 127 20122 542 other
01[157666059 LmiF12.0270 arginine N-methyliransferase-like protein Leishmania major 0.21 5 9.0 116 39719 542 other
i[157877868 LmiF30.3520 S-atenosyimethionine synthetase, methionine Leishmania major 018 6 5.4 137 43346 558 other
9i[157674183 LmjF32.2640 ionine beta-lyase, putative Leishmania major 018 3 75 211 45003 538 ather
di|157864406 LrnjFO7.0090 methionine synthase, putative Leishrmania major 0.14 11 6.2 247 139585 5.45 other
i[157677843 LmiF36.6310 hormacysteine S-methyitransterase, putative Leishmania major 014 5 6.2 53 36992 553 other
9i[157867847 LmjF181210 bifunctional o , putative, proly-na syninetase, putative Leishmania major 013 5 6.3 146 57842 5099 ather
gi[157674313 LmjF32.3140 pyrroline-5-carbowtate synthetase-like protein Leishmania major 010 2 6.7 41 50983 576 ather
0i[157867913 LrnjF18.1040 putative 5-oxoprolinase, putative Leishmania major 0.09 B 14 192 145704 591 ather
ui[157675938 LmiF03.0030 D-3-phosphoalycerate dehydrogenase-like praiein Leishmania major 0.0 3 5.1 58 56253 7.9 secreted
9i[157870831 LmjF26.0030 glycine dehydrogenase, pulative Leishmania major 0.07 6 3.7 81 107833| 738
qi[157664442 LmjF07.0270 i like protein Leishmania major 0.06 3 1.8 55 43557 565 other
di|157865923 LinjF12.0630 alanine aminotransferase, putative Leishmania major 0.05 B 3.4 296 55835 5.64 other
4i[157866458 LrmiF14.0350 fhreonine synthase, putative Leishmania major 0.03 2 1.6 45 73989 5.2 ther
cytoskeleton
0113569565 LmiF21.1860 beta-tubuiin Leishmania mexicana 2110 499 531 16667 50394 474 other
i[157866132 LmiF12.0350 alpha ubulin Leishmania major 9.40 608 7.6 23033 50526 .50 ather
576363846 LmjF04.1230 actin a Leishmania major 116 34 3.6 860 42277 5.41 ather
0i[157873662 LmjF32.0230 dynein light chain, Nagellar outer arm, pulative Leishmania major 054 B 13.2 183 10765 6.02 other
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4157869680 LmiF 23.0560 kinesin, putative Leishmania major 035 18 2049 442 75714 9.51 ather
9i[157670600 LmjF25.0860 gammea-tubulin Leishmania major 028 3 17.a 250 50338 507 ather
gi157872151 LinjF30.0350 Kinesin, putative Leishrmania major 0.25 11 9.9 287 67922 673 other
5170905793 LmiF35.2090 Kinesin, putative Leishmania major strain Frigglin 0.22 19 129 515 77429 5.29
4i[157868100 LmiF18.0260 C-terminal molor kinesin, putaive Leishmania major 0.21 18 5.0 456 94008 6.2 other
ui[157673758 LmjF32.0680 O5M3-like kinesin, putative Leishmania major 013 0 6.1 147 127298 574 ather
gi|70739780 LinjF29.2390 Kinesin, putative Leishrmania major strain Friedlin 0.12 3 5.4 B9 GBEZE B8.67 other
0i[157675243 LmiF34.2390 cerrin, putative Leishmania major 012 B [ 44 20528 446 Il
9i[157870371 LmjF2.2180 WL protein, basal body component, putalive Leishmania major 010 14 5.4 306 164816 586 other
cysteine peplidase, Clan G4, family G2, putative,
oil157873023 LmjF31.0440 cytoskeleton-associated protein CAPS.5, putative Leishmania major 010 11 6.1 B00 81042 an other
i[157675616 LmjF34.1000 myosin IB heavy chain, putative Leishmania major 007 0 24 285 153587 | @71 other
0i|157868186 LmjF19.0690 Kinesin, putative Leishmania major 0.07 3 31 72 118289 6.07 other
0i[157667349 LmiF16.1460 Kinesin, putative Leishmania major 0.06 FE 27 813 747350 413 other
5i[53794027 LmiF34.4160 cytoplasmic dynein heavy chain 2.1 Leishmania mexicana 0.05 12 2.6 269 431950 504 ather
9i[157670604 LmjF25.0880 dynein heavy chain, putative Leishmania major 0.04 13 2.0 180 538295 615 ather
0i|53794025 LmjF27.1750 cytoplasmic dynein heaw chain 2.2 Leishmania mexicana 0.04 k] 2.8 203 503678 6.46 other
01157672381 LmiF30.1350 Kinesin, putative Leishmania major .04 3 2.0 ] 134135 541 other
i[157872772 LmiF 30.3060 kinesin, putative Leishmania major 0.0% 2 1.8 [ 134238 631 ather
9i[157668421 LmjF22.1110 dynein heavy chain, cytosalic, putative Leishmania major 0.03 1 1.8 340 524243| 619 ather
0i|157866637 LmjF14.1100 Kinesin K39, putative Leishmania major 0.03 5 1.3 78 301942 5.28 other
012978452 LmiF01.0030 WCAKIike kinesin, putatve Leishimania major strain Friediin 0.03 3 1.6 130 75185 748 other
4i[157866408 LmiF 151650 dynein heavy chain, putative Leishmania major 0.0z 6 1.1 179 532336 570 other
9i[157666581 LmjF14.0810 kinesin, putative Leishmania major 0.02 2 0.7 33 141832| 605 ather
chaperones | stress induced proteins
i[157876872 LmiF 36.2030 chaperonin Hep60, mitochondrial precursor Leishmania major 402 77 516 6737 59623 533 ]
gi[157672028 LmjF28.2780 heat-shock protein hsp7 g, putative Leishmania major 451 337 520 8603 71883 53 other
i157872631 LmjF30.24580 heat shock 70-related protein 1, ial precursor, putative Leishmania major 4.56 241 59.7 7534 72348 5.68 secreted
0i[157671708 LrmiF 281200 glucose-regulated rotein 78, putative Leishmania major 338 150 5.6 3130 72067 5.05 s
ai[15767 4651 LmiF38.0312 heat shock protein 83-1 Leishmania major 284 158 3.4 4308 50987 508 other
0i[157664863 LmjF08.1110 stress-induced protein st Leishmania major 210 58 448 1418 52638 58 ather
0i[707 99667 LmjF29.1270 Serine peplidase, putative Leishmania major sirain Friedlin 170 a8 381 2048 a7092 676 other
01157669830 LrmiF23.1220 tcamplex protein 1, gamma subUNi, putative Leishmania major .70 @ 3.3 1671 50974 5.5 other
0i[157875034 LmiF33.1630 putative Leishmania major 1.48 18 33.6 533 74361 916 ather
9i[157671157 LmjF26.1240 heal shock protein 70-related protein Leishmania major 144 53 378 1867 1001 5.04 ather
0i[157871033 LmjF26.0620 10 kDa heat shock protein, putative Leishmania major 1.40 24 42.0 886 10651 a M
0i[157669018 LrmiF21.1090 camplex protein 1, delta $ubUnt, putative Leishmania major 122 E 5.4 565 50300 5.6 other
4i[70800032 LmiF27.1260 T-complex protein 1, beta subunit, putative Leishmania major strain Friedlin 118 0 34.0 742 58181 503 ather
9i[157674338 LmjF32.3270 chaperonin alpha subunit, putative Leishmania major 115 34 36.1 596 59437 552 ather
gi|157875194 LinjF33.2390 heat shock protein, putative Leishrmania major 1.09 41 35.2 914 72397 6.76 other
0I[157667295 LriF18.1370 heat shock protein, putative Leishmania major .04 92 5.4 1646 93715 5.16 other
4i[70800165 LmiF02.0710 serine putative Leishmania major strain Friedlin 0.95 56 34.4 1628 91357 551
0i[157677289 LmiF36.6910 T-complex protein 1 (heta subunib, putative,  putative Leishmania major 0.63 29 263 755 58661 523 other
di|157876453 LinjF36.0070 stress-inducible protein STI1 homolog Leishrmania major 0.81 12 239 264 29279 8.13 other
5170905570 LmiF35.3860 -camplex protein 1, eta sUbUNM, putative Leishimania major strain Friediin 0.76 35 7.9 07 52507 5.5 other
9i[70800151 LmiF27.2400 heal shock protein Dnad, putative Leishmania major strain Friedlin 0.66 8 770 304 44358 702 ather
4i[157670590 LmjF25.0810 ilin a Leishmania major 0.66 12 27 278 19033 768 ather
gi|157877997 LinjF36.6940 protein disulfide isomerase Leishrmania major 0.61 39 18.7 675 52799 5.22 secreted
i[157677835 LmiF36.6270 thaperone protein DNAJ, putative Leishmania major 0.5 1 7.0 290 37919 .07 other
570806060 LmjF36.4770 peplidykprolyl cis-trans 403, pulative Leishmania major sirain Friediin 057 8 720 847 38508 557 ather
gi[157671185 LmjF26.1380 prefolgin-like protein Leishmania major 0.55 4 232 105 22248 522 ather
di|157866408 LinjF13.1660 chaperonin TCP20, putative Leishrmania major 0.53 16 27.3 223 59170 6.46 other
0i[157673839 LrmiF32.1000 ChApEronin containing &complex pratein, putative Leishmania major 0.52 24 7 878 59979 507 other
5i[70789786 LmjF28.2350 heal shock protein 20, putative Leishmania major sirain Friediin 0.51 6 16.8 179 17570 542 ather
0i[157672231 LmiF30.0730 co-chaperone GrpE, putative Leishmania major 0.51 6 16.1 130 23848 758 M
gi157877262 LinjF36.3770 basic transcription factor 3a, putative Leishrmania major 0.49 4 34.0 162 11716 9.44 other
i[157674017 LmiF32.1850 chaperonin Hsp60, mitachendrial precurser, putative Leishmania major .48 18 0.4 421 54724 6.2 ther
570805882 LmjF35.2980 chaperone protein DNAJ putalive Leishmania major sirain Friediin 048 18 207 369 51543 9.03 ]
4i[157669552 LmjF23.0050 ilin, putative, peptidykpralyl cis-rans isamerase, pulative Leishmania major 048 s 153 162 31705 3,96 other
gi157871041 LinjF 26.0660 protein disulfide isomerase, putative Leishmania major 0.44 23 10.6 634 41017 6.96 5
Qi1 57864074 LmjF0a.0230 j:l';‘iizi:r:jfg:;:"j:‘;iai\iﬁzehi‘:n:‘f::ﬂ‘;ﬁ;ﬁvgu'“"e Leishmania majar 043 1 20.6 399 56059 522 secreted
01157864102 LrmiF05.1200 prefalgin subuni, putative Leishmania major 037 z 9.7 38 15281 758 ther
9i[157869488 LmjF22.1350  putative Leishmania major 0.34 7 14.8 168 75557 764 ather
ui[157672935 LmjF31.0050  putative Leishmania major 0.34 4 183 R 25052 56 secreted
di|157869333 LinjF22.0670 prefoldin 5-like protein Leishmania major 0.31 2 15.9 57 17904 5.54 other
4i[157666738 LrmiF15.0090 heal shock protein Hs 1, ATPase subunit HslU, putative Leishmania major 0.30 1 187 335 47579 6.17 ther
gi[157672708 LmiF30.2520 chaperonin HSPEOIGNFSO, putative Leishmania major 0.30 10 123 221 53513 537 ather
4157854092 L7 1140 methionine-S-sulfoxide reductase, putalive, peptide Mei(0) reductase, putative, Leishmania major 028 . 102 s o024 . ner
peplide sulfoide reductase-like
oi[157664135 LmjF05.0120 i Leishmania major 027 2 20 58 20427 551 secreted
0i[70799610 LrnjF29.0760 heat shock protein 90, putative; glucose regulated protein 94, putative Leishmania major strain Friedlin 026 B 12.6 296 GE561 4a8 5
5i[76363789 LmiF 040940 probable heat shack protein dnad Leishmania major .21 5 5.0 44 52124 9.34 I
9i[157864608 LmjF07.1030 FPlase, putative, peptidy-prolyl cis-trans isomer , putative Leishmania major 0.1 2 7.0 37 12702 552 other
4i[157667797 LmjF15.0460 fubuli-specifc chaperane, putative Leishmania major 0.20 4 5.2 53 26616 531 ather
di|157873476 LinjF31.2600 calreticulin, putative Leishmania major 0.18 k] 6.2 265 45235 4.6 5
i[157872038 LmiF 282820 heal sheck protein 70, putative Leishmania major 0.1 4 5.7 56 72680 517 ther
gi[157677812 LmiF36.6550 protein-L-isoaspartats O-methyltransterase, putative Leishmania major 0.08 3 4.2 65 23935 553 ather
4i[3264854 LmiF01.0640 HS5P7 O-like protein Leishmania major sirain Friediin 0.02 1 [ 58 118258 665 ]
purine and pyrimidine metabolism
i[157674264 __|LmjF32.2650 [nucieoside diphosphate kinase b Leishmania major 174 53 Eia 1026 16801 ] other
i[157875418 |[LmjF3a011n [adenylate kinase,_putative Leishmania major 122 13 28.0 3 24617 684 other
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OMPDCase-OPRTase, putative;

oiln57867157 LmiF16.0550 arotidine-5-phosphate decarbaxylaselorotate phosphoribosyitransferase, putative Leishmania major 103 38 6.8 104 a8 407 other
0i[76363792 LrnjF04.0960 possible adenylate kinase Leishmania major 068 11 185 296 23611 588 other
0il157867153 LrnjF16.0530 dinydroorotate dehydrogenase, putatve Leishmania major 053 [ 255 161 35095 568 ather
0il 167877618 Lrnjf 26.5300 phosgt osphat . putative Leishmania major 0.37 7 16.6 139 40083 5.62 ather
0il70B00114 LrnjF 27.2050 ribonucleoside-diphosphate small chain, putalive Leishmania major strain Friedlin 033 [ 18.0 317 14388 487 ather
01567868384 LrnjF18.1560 inosine-5~-mor dehydrogenase Leishmania majar 0.31 13 16.3 265 56138 8.85 ather
0il 157866314 LrojF13.1190  putative Leishmania majar 0.28 18 15.8 755 79138 783 T
0i|157675087 LmjF33.1930 phosphoribosyl tr _putative, phosphoribosylpyraphosphat _putative Leishrnania major 0.29 [ 18.3 196 39850 6.78 other
0i|157668523 LrnjF20.0560 CTP synthase, putative; cytiding triphosphate synthase, putative Leishmania major 0.26 14 10.3 325 6E364 6.05 other
0il157869227 LrnjF 220110 GMP syrithas e, putative; gItaNine amitotransierase, putative Leishmania major 0.24 12 13.6 314 71931 5.08 ather
0il 167874514 Lrnjf 21090 guanylate kinase, putalive Leishmania major 0.24 5 12.8 176 73088 6 ather
0il 167868548 LrnjF 21.0845 phosphoribosylt Leishmania majar 0.23 3 76 36 73783 763 ather
0i[ 167872269 LrnjF 30.0880 adenosing kinase, putative Leishmania majar 0.22 10 115 416 37703 5.4 ather
gil157871642 LrnjF26.0890 fibonucleoside-diphosphate large chain, putative Leishmania majar 0.21 10 8.0 250 91358 6.7¢ ather
Qi[157864867 LmjF08.1130 phospt ] Leishmania major 020 4 10.0 82 40982 683 other
0i|157867562 LrjF17.0725 inasine-5—maonaphasphate dehydrogenase Leishmania major 014 5 58 161 59554 9.09
0il70799821 LrnjF 28.2600 N0 SinE-a0EN0SIne-GUANDEING-MUCI20SIde Nydrolase, putative Leishimania major strain Friedlin 014 4 7.8 59 7125 47 ather
0il70905971 Lrnjf 353670 nucleoside diphosphate kinase, putalive Leishmania major strain Friedlin 014 H 5.9 40 37572 5.73 ather
0il 167867165 LrnjF16.0580 diydroorotase, putative Leishmania majar 01z 3 5.2 100 44710 5 ather
0i[70780623 LrnjF 26.0867 guanine dearninase, pulative Leishmania major sirain Friedlin 011 6 0.3 3 49330 5.60 ather
gil157875418 LrnjF34.0120 adenylate kinase b, putalive Leishmania majar 010 2 6.6 44 26258 772 ather
0i|157664743 LmjFO8.0510 bose-phosphat: okinase, putative Leishrnania major 0.08 3 29 71 93869 637 other
0i|157676796 LrnjF 36.1660 tRINA pseudounidine synthase A, putative Leishmania major 0.03 2 24 140 7BBEY 524 other
histones
0il167865188 LrnjF 08.1340 histone HZB Leishmania major 215 38 [ 504 12378 11.25 ather
0i[ 157867169 LrnjF16.0600 histone h3, putative Leishmania majar 1.24 28 345 545 14828 11.15 ather
0i[70805717 LrnjF25.2450 histone hd Leishmania major sirain Friedlin 0.63 38 28.0 570 11603 10.56 ather
QI[2TITTET4 LmjF29.1720 histone HZA Leishmania mexicana 066 18 258 335 14088 10.96 =]
Qi[157867456 LrnjF17.0280 histone HIA, putative Leishmania major 030 4 107 51 187598 10.49 other
0ilT57871500 LrnjF 2680210 histone H2B variant Leishmania major 016 F 6.3 33 15747 11.24 ather
antioxidants
0157869550 LrnjF23.0040 peroidoun; iryp ] Leishmania majar 138 43 2.0 1273 25487 543 T
9i[70739855 LrnjF20.1150 [ 1, putative Leishmania major sirain Friedlin 0.75 14 15.4 266 17188 650 ather
Qi[157866926 LrmnjF15.1040 tryparedoxin peroxidase Leishmania major 073 58 18.6 1666 22370 632 other
Qi[70905711 LimnjF35.1250 thioredoxin-like protein Leishmania major strain Friedlin 046 10 136 263 25809 495 other
0il 157874663 LrnjF 33.0240 thio-dependert reductase 1 Leishmania major 0.28 15 6.0 458 50327 594 ather
0il70709654 LrnjF 281140 ryparedoxin-like protein Leishmania major strain Friedlin 0.27 ] 12.4 [ 30708 540 ather
0i[70709656 LrjF 281160 ] Leishmania major sirain Friedlin 016 [ 55 &7 16647 5.07 ather
0i[ 157863818 LrnjF05.0310 glutaredoin-like protein Leishmania majar 013 3 6.1 7 19841 501 M
gil 157871089 LrnjF26.0800 glutathione peroxidase-like protein, putative Leishmania majar 013 2 6.6 43 20543 8.68 ather
0i|157665841 LrnjF12.0220 alyoxalase |I, putative; hydroxyacylglutathione hydralase, putative Leishmania major 0.08 3 3.1 26 32768 6.04 other
0i|157 866587 LrnjF12.0810 glutathione synthetase, pUtative Leishmania major 0.08 3 76 39 67187 515 other
other
0i[16617378 LrnjF14.1360 myg-inositol-1 synthase Leishmania mexicana 3.48 116 52.1 3005 58781 5 ather
0i[70780981 LrnjF27.0760 small GTP-binding prolein Rab1, putative Leishmania major sirain Friedlin 271 35 49.0 1085 22424 555 ather
0i1576867279 LmjF16.1130 tyrosyl or methionyktRMNA synthetase-like protein Leishrnania major 239 a7 33.3 748 19927 534 other
0i|157673520 LrnjF31.2790 adp-ribosylation factor, putative Leishmania major 232 21 23.8 583 20280 549 other
0157865592 LrnjF11.0350 14-3-3 protein, putative Leishmania major 225 38 485 1189 29412 519 ather
0ilg542 LrnjF 08.1060 cysteine prateinase Leishmania mexicana 210 121 7.9 3460 48950 617
0il167877138 Lrjf 26.3210 14-3-3 protein-like protein Leishmania major 1.85 42 47.3 1468 20783 4.78 ather
0i[ 1657868180 LrjF18.0710 glycosomal malate dehydrogenase Leishmania majar 1.80 51 3.2 1538 33838 H ather
gil157872022 LrnjF26.2740 activated protein kinase  reveptor (LACK) Leishmania majar 1.72 28 478 642 34881 6.05 ather
auanine nucleotide-hinding pratein heta subunit-like protein
0il 167876732 Lrnjf 6.1370 Transitional endoplasmic reticulum ATPase, putative; valosin-containing protein harmolog Leishmania majar 1.68 6 30.0 1348 7682 510 ather
0i[167867378 LrjF16.1610 prohibilin, putative Leishmania majar 1.66 6 38.1 408 30423 8.35 secreted
0i[70805663 LrnjF35.0750 proteasome activalor protein paz6, putative Leishmania major sirain Friedlin 1.50 20 ar 475 24188 5.24 ather
Qi[EE3937 18 LmjF33.1380 putative mitogen-activated protein kinase 11 Leishmania mexicana 149 38 43.4 1013 48T 4 565 other
Qi[157865238 LrnjF0g.1450 cytochrame ha-like, putative Leishmania major 149 8 437 207 12997 473 other
0ilT57868078 LrnjF19.0150 mitogen-activated protein Kinase, putative: protein kinase, putative Leishmania major 141 15 36.1 366 31038 6.71 ather
0il 167867931 LrjF18.1130 ras-related protein rak-6, putative Leishmania major 1.40 13 8.4 361 25318 6.75 ather
0110809647 LrjF18.0270 putative glycogen synthase kinase 3 beta Leishmania mexicana 134 8 431 668 41288 76 ather
gil 157870504 LrnjF25.0490 RNA-binding protein, putative, UPB1 Leishmania majar 133 14 32.2 320 20252 9.47 ather
0i|157665435 LmjF10.0910 Rab11 GTPase, putative; small GTP-binding protein Rak11, putative Leishrnania major 130 22 30.3 452 73859 675 other
Qi[157873697 LrnjF32.0400 ATP-dependent RNA helicase, putative Leishmania major 1.29 68 337 1533 G737H 903 other
0157865931 LrnjF12.0670 Cytachrome £ oxdate sUBLNit v Leishmania major 127 i1 321 498 39581 563 secreted
0il 167870654 LrnjF 26.1420 GTP-hinding protein, putative Leishmania major 1.23 17 310 370 24560 6.11 ather
0i[ 167871626 LrjF26.0825 RINA binding protein rbp16, putative Leishmania majar 1.21 14 775 447 15131 101 ather
0i[70805954 LrnjF 35.3700 alycosamal protein Leishmania major sirain Friedlin 118 22 36.2 509 25338 8.0 ather
Qi[157869118 LmjF21.1552 RMA helicase, putative Leishmania major 114 32 3T 735 49741 589 other
0i|157676684 LrnjF36.1140 short chain 3-hydroxyacyl-coa dehydrogenase, putative Leishmania major 111 30 752 559 33284 543 secreted
0il 112363440 LrjF 36.4170 1 DFH like protein Leishmania mexicana 111 73 36.9 556 T3460 58 ather
0il 167867087 LrnjF 16.0260 protein byrosine phosphatase likie protein Leishmania major 1.00 14 0.8 388 19807 77 ather
0i[70805988 LrjF36.4130 poly(a) binding protein, putative Leishmania major sirain Friedlin 1.08 58 25.8 1188 55536 813 ather
0il 157871588 LrnjF26.0690 onine protein catalytic subuni, putalive Leishmania majar 1.0¢ 13 449 383 35121 551 ather
Qi[157872662 LmjF30.2630 replication factor G, subunit 2, putative Leishmania major 103 14 449 576 38YE0 BT1 other
0i|157674283 LrnF32.3040 protein phosphatase 24 catalyic subunit, putative Leishmania major 101 16 34.1 336 35657 51 other
0il 157864068 LrnjF 05.1040 stomatin-like protein Leishmania major 0.99 19 0.5 578 39695 B.31 ather
0il 167865423 LrnjF 10.0850 nifZ-like; nuclear ransport factor 2, putative Leishmania majar 0.8 12 3.1 333 13634 485 ather
01567868388 LrnjF16.1630 protein 1Ar1B, light chain 3, putative Leishmania majar 0.65 4 74.0 128 13882 6.74 ather
0i[ 157865287 LrojF10.0210 nucleolar protein, putative Leishmania majar 0.0¢ 38 26.3 1336 53051 8.73 ather
0i|157 868561 LrjF20.0810 N-ethylmaleimide-sensitive factar, putative; vesicle-fusing ATPase, putative Leishmania major 0.92 36 30.8 758 81875 578 other
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i157871253 LmjF26.1710 cytochrome ¢ oxidase subunit'V, putative Leishmania major 0.92 11 26.5 265 22504 6.1 secreted
0i[157865154 LrmjFoa.1120 WRP2, gBP 25, Im RIA binding protein 2 Leishmania major 0.a0 18 18.6 366 27003 962
gi|70905597 LrnjF35.0070 prohibiting putative Leishrmania major strain Friedlin 0.85 12 37.0 303 32421 9.18 other
0i[157867016 LrnjF15.1450 proliferative cell nuclear antigen (PONAY, putative Leishmania major 084 20 28.0 1001 32702 482 ather
0i[157870558 LrnjF 25.0750 protein phosphatase, putative Leishmania major 083 3 759 853 15607 473 other
gi|7 0799626 LinjF29.0880 ADP ribosylation factor 3, putative Leishrmania major strain Friedlin 0.82 ] 32.4 B8 20403 6.18 other
di|157865485 LrnjF10.1160 rab1 small GTP-hinding protein, putative Leishmania major 0.81 19 301 401 24902 8.51 other
Oi[157675373 LmiF33.3190 Small nuclear fibonutlzopratein SmD2 Leishmania major 0.51 5 iz 7 11828 9.56 other
0i[157872157 LmiF30.0380 phosphatase 2C, putatve Leishmania major 0.60 FE 2249 502 42561 .07 other
i[157664819 LmiF 080890 mitochondrial DNA polymerase bets Leishmania major 0.60 19 301 338 42778 ] other
i[157671974 LmiF28.2510 acyl-coa dehydrogenase, putative Leishmania major 0.79 47 7.3 1569 59501 8.53 I
9i[157871230 LmiF28.1820 replication factor A, 1kDa subunit, pulative Leishmania major 0.77 i 3.3 509 52799 5.19 other
0i[157866752 LmiF16.0280 ibonucleopratein p1%, mitechondrial precursor, putative Leishmania major 0.76 18 735 204 21629 6.74 secreted
9i[27877393 LmiF05.0030 pulalive small GTP-binding pratein Leishmania mexicana 0.75 12 323 368 7873 5.89 other
971746020 LmiF02.0370 proteasome regulatory non-ATPase subunit 6, putative Leishmania major 074 0 241 665 59200 5098 other
0i[157664458 LmiF07.0340 DEADIH RNA helicase, putative Leishmania major 073 38 248 866 55283 722 other
0i[B3586190 CmjF10.0200 WPKT0 Leishmania mexicana 072 18 342 350 46615 512 other
0i[157873381 LmjF31.2150 prostaglandin 2-alpha synthase Leishmania major 072 7 78 108 32001 586 other
oi[1 57868260 CmjF18.1005 4-coumarate:coa ligase-like protein Leishmania major 70 34 24 561 56592 02 other
oi[157867002 LmjF15.1380 nuclsolar RNA binding protein, putafive Leishmania major 70 32 267 858 56526 42 other
0i[10046857 LmjF35.1730 casein kinase Il alpha subunit Leishmania mexicana mexicana 069 14 235 256 42818 593 other
oi[157873157 LmjF31.1070 biotinfipnate protein ligase-like pratein Leishmania major 066 7 243 402 28738 5a1 other
0i[157876368 LmjF34.4330 quinonoid dihydropteridine reductase Leishmania major 0.68 12 17.0 313 23737 549 secreted
0i[157870634 LmjF25.1120 aldehyde dehydrogenase, precursar Leishmania major 0.66 54 204 966 54712 673 other
gi|70905894 LrnjF35.3100 ATP- RMAhelicase, putative Leishrmania major strain Friedlin 0.66 37 25.7 824 100525 6.12 other
gi|70739757 LinjF29.2160 rab-GDP dissociation inhibitor, putative Leishrmania major strain Friedlin 0.65 31 24.3 1223 50387 5.7 other
di|157867883 LinjF18.0890 rab? GTP binding protein, putative Leishrmania major 0.65 23 24.2 397 24476 5.27 other
gijg540 LrnjF21.1080 coc2-like protein Leighmania mexicana 0.65 11 29.6 257 34737 6.2 other
di|157864647 LinjFO8.0030 wesicle-associated membrane protein, putative Leishmania major 0.65 k] 23.7 211 24466 8.54 other
01[157865256 LmiF19.0985 4-coumarate:coa ligase-like protein Leishmania major 0.63 A 9.4 845 56928 (X I
0170905805 LmiF35.2200 RINA-binding protein, putative Leishmania major strain Frisglin 0.63 15 241 328 30296 7.85 other
ai[157672317 LmiF30.1120 importin alpha, putative] Leishmania major 0.60 S 6.3 498 58855 .89 other
9i[157673407 LmiF31.2280 adp-ribsylation factor, putatve Leishmania major 0.60 [ 17.6 275 20887 5.59 other
570800017 LmiF27.1110 9BP21, MRP1 Leishmania major strain Friediin 0.5 18 14.5 445 26704 1027 | cecreled
5i[70799761 LmiF28.2200 GTP-hinding protein, putative Leishmania major strain Friedlin 0.58 40 12.5 172 77792 5.85 other
ai[157872341 LmiF30.1250 pyridoxal kinase, putative Leishmania major 057 i 75 264 33283 56 other
ai[157871694 LmiF 281140 slection-lransfer-Navaprotsin, alpha polypeplide, putalive Leishmania major 0.56 8 7.8 313 33653 534 secrated
470805628 LmiF35.1010 casein kinase, putative Leishmania major strain Friediin 0.55 12 2.4 236 39855 520 other
0i[157864053 CmjF21.1290 vesicul d membrane protein, putative Leishmania major 056 12 a7 21 28362 16 other
oi[157866816 LmjF15.0090 succinate dehydrogenase, pulative Leishmania major 054 7 157 152 22851 538 other
oi[157876283 mjF34.3980 nucleolar protein family a member-like protein Leishmania major 054 5 182 19 16848 a4 other
oi[157868088 CmjF18.0210 ADP,ATF carrier protein 1, mitoshondrial presursor, pulalive, ADPIATP I T putative Leishmania major 053 15 136 272 35453 876 other
oi[157868378 CmjF19.1530 peplidylprolyl isomerase-like protein Leishmania major 052 19 150 335 48064 540 other
oi[157869584 mjF 23.0200 ndor L-PEF (pbs) putalive Leishmania major 052 7 166 141 17250 552 other
0i|7 0905806 LmjF35.2210 membrane protein-11 Leishmania major strain Friedlin 0.52 5 20.7 96 11227 5.96 other
0i[157875077 LmjF33.1840 ras-relaled protein; small GTP-binding protein Rab1 g, putative Leishmania major 051 7 763 153 23867 (X other
0i[157 866372 LrnjF13.1480 Ran-binding pratein 1, putative Leishmania major 0.51 6 16.5 67 17781 556 ather
di|157 869600 LinjF23.0270 pteridine reductase 1 Leishrmania major 0.50 7 17.4 175 30788 6.7 other
di|157876189 LinjF34.3500 ruvh-like 1 DNA helicase, putative Leishmania major 0.49 15 26.4 307 50463 576 other
0i[157877556 LrnjF 36.5090 protein kinase cka regulatory subunit, putative Leishmania major 049 13 19.7 388 30967 498 other
gil157874058 LrnjF 32.2020 COP-eoated wesicle membrane protein pizs precursar, putatve; Leishmania major 049 [ 2.2 a4 18258 a4 ather
ER--golgi transpart protein p24, pulative
Qi[157864705 CmjF08.0320 mitachandrial dribonucleass, putative Leishmania major 048 5 73 o7 25116 664 other
Qi[157877610 LrmjF 366360 iaqui i methyllransfarass, putative Leishmania major 47 13 198 428 32448 532 other
0i[44888465 CmjF18.1580 hydralass Leishmania mexisana 047 0 278 258 32413 582 other
Qi[157867315 CmjF16.1310 cytochrome ¢, pulalive Leishmania major 047 5 a7 160 12237 550 other
gi[157875182 mjF33.2340 i 3ketoacid- e A ) precursor, putative Leishmania major 046 24 190 513 53145 Tas other
0i[157 868138 LmjF19.0440 nucleosome assembly protein, putative Leishmania major 0.46 13 12.0 337 39727 461 other
0i|7 0905627 LmjF35.0370 ATP- DEAD-hox RMNA helicase, putative Leishmania major strain Friedlin 0.46 11 21.5 256 46718 6.68 other
di|1578697 20 LinjF23.0760 mitochondrial RMNA binding protein, putative Leishrmania major 0.46 k] 19.8 233 39710 9.43 M
0i[157875999 LrnjF34.2610 ATP-dependent DNA helicase, putative; ruvl DA helicase-like protein, putative Leishmania major 0.45 17 195 450 53833 534 ather
di|76363691 LinjF04.0460 adenylosuccinate lyase Leishrmania major strain Friedlin 0.45 17 19.2 197 53963 6.04 other
i 157875060 LrnjF 331750 rmacrophage migration inhibitory factorlike protein Leishmania major 0.45 1 150 59 12748 768 other
0i[157875058 LrnjF 331740 rmacrophage migration inhibitory factorlike protein Leishmania major 0.45 3 195 a7 12675 589 other
0i[157676932 LmiF36.2250 developmentally regulated GTP-binding protein 1, putative Leishmania major 044 [ 193 175 41389 5.0 other
0i[157869178 LmiF21.1760 Centramerelmicrotubule binding protein chis, putative Leishmania major 0.43 18 19 456 48910 914 other
i[157667195 LmiF16.0680 AP-endonuclease, apuriniclapyrimidinic endonuclease-redox pratein Leishmania major 0.43 15 125 323 29082 5.79 other
4i[157863870 LmiF05.0100 phosphoprolein phosphatase, putative Leishmania major 0.42 19 13.2 535 72484 5.59 other
4i[157867408 LmiF17.0070 ADP-rigosylation factor, putative Leishmania major 0.42 B 2.4 221 20838 .07 other
575363526 LmiF04.1130 possible SCOT protein precursor Leishmania major 0.42 A 7.4 180 35276 5.19 other
4i[157876783 LmiF36.1610 universal minicircle sequence binding protein, putative Leishmania major 042 3 174 67 13388 536 other
ai[157877574 LmiF36.6180 aldshyds dehydrogenase, putative Leishmania major 041 0 188 518 58438 812 other
0i[157676482 LmiF36.0250 EIF3-i protein-like protein Leishmania major 0.4 20 132 340 73223 51
0i[157867288 CmjF16.1180 coatomer delta subunikliks protsin, della COP, putalive, delta-coal protein, putative Leishmania major 041 6 172 507 55116 500 other
oi[157873623 mjF32.0080 protein transport protein seci3, putative Leishmania major 041 0 198 108 36600 565 other
075363695 LmjF04.0480 ADP-ribasylation fastor Leishmania major slrain Friediin 041 5 284 323 21288 584 other
9i[7080E120 LmF 356280 p21 anligen protein Leishmania major strain Friedlin 041 4 188 208 21327 522 other
oi[157865216 LmjF0a.1430 iqui i protein- ke protein, putative Leishmania major 04t 4 144 76 21523 770 other
0i[157873888 LmjF32.1280 RINA polymerase-like protein, putative Leishmania major 0.40 7 13.6 145 71963 G54 other
0i[157868870 LmjF21.0540 la RNA binding protein, putative Leishmania major 0.40 B 206 227 37308 g.a1 other
0i[157872688 LmjF30.2740 TPR domain protein, conserved Leishmania major 0.39 14 17.4 260 45855 5.24 other
gi157873719 LrnjF32.0490 ras-related rab-4, putative Leishrmania major 0.39 10 17.7 261 22380 5.22 other
di|157867664 LinjF17.1290 translation initiation factor, putative Leishrmania major 0.37 17 16.4 315 81221 7.95 other
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9il157874060 LmiF 32.2030 ras-related protein rak-2a, putative Leishmania majar 037 3 15.2 72 23550 763 ather
0il157876788 LmiF 36.1630 clathrin heavy chain, putative Leishmania majar 036 53 14.2 1445 192062 5.81 ather
0il157863878 LmiF05.0140 nucleolar RMNA helicase II, putative Leishmania majar 036 18 15.9 2749 74135 8.42 ather
9il70600034 LmiF27.1870 trypanothions synthetase, putative Leishmania major strain Friedlin 036 12 13.0 245 75014 5.49 ather
0il31324172 LmiF22.1140 mu adaptin Leishmania mexicana mexicana 036 10 17.3 168 49589 652 ather
qil157670919 LmiF 26.0020 methylmalonyl-coa epimerase-like protein Leishmania majar 036 3 16.3 71 15565 6.04 ather
0il157863862 LmiF 05.0060 maior vault protein, putative Leishmania major 035 FE] 13.0 447 93927 6.55 ather
Qil1567872315 LmiF30.1110 RMA-binding pratein, putative Leishmania major 035 13 12.4 306 67847 5.85 ather
0il10046831 LmiF 36.0720 putative mitogen-activated protein kinase 2 Leishmania mexicana mexicana 035 7 14.0 127 50860 957 ather
Qil1567877237 LmiF 36.3660 nudix hydralase-like protein Leishmania majar 035 7 10.8 49 24688 492 ather
0il70789585 LmiF29.0510 cafilin-like protein Leishmania major strain Friedlin 035 2 7.2 56 15819 556 ather
0il7 080567 1 LmijF 35.0830 NADH-dependent fumarate reductase-like protein Lelshmania major strain Friediin 034 23 14.3 727 131290 676 ather
Qil157867237 LmijF16.0850 sucrase-phosphate synthase-like protein Leishmania majar 033 17 10.1 306 53105 5.99 ather
0il7 0906085 LmijF35.5040 polyadenylate-binding protein 1, putative Lelshmania major strain Friediin 033 15 14.9 490 61353 9.07 ather
Qil157867735 LmjF18.0150 serinefthreonine protein phosphatase ke 5, putative Leishmania majar 033 12 20.5 233 53436 6.38 ather
0il157 869961 LmijF24.0140 ankyrinTPR repeat protein Leishmania majar 033 F] 14.0 233 43570 6.64 ather
0i|70905705 LrnjF35.1190 NADH-dependent furmarate reductase, putative Leishrania majar strain Frediin 033 [ 17.0 151 52649 644 cecreted
0i|76363834 LrnjFO41170 possible RNA-binding protein Leishrmania majar 033 7 16.7 361 34497 6.05 other
0i|157878968 LrnjF03.0190 U3 splicing auxiliary factor, putative Leishrmania majar 033 7 11.9 FET] 25590 936 other
0il70906028 LnjF 35.4430 rritochandrial phosphate transporer, putative Leishrania majar strain Frediin 033 [ 208 173 35094 976 other
0il157865114 LrnjF09.0910 calroduling putative Leishrmania majar 033 5 295 ] 16814 41 other
0i[157870613 LrnjF25.1015 protein transport protein sec61 garmma subunit, putative Leishrmania majar 033 3 246 103 7884 9.04 A
0i[157875437 LrnjF 34,0150 ralate dehydrogenase, putative Leishrmania majar 032 5 a7 131 36137 702 cecreted
0i[157877910 LnjF 36.6540 sirmilarity to endo-1-like protein Leishrmania majar 032 4 10.8 139 26735 544 other
0i|157868567 LrnjF 20.0840 cytochrome ¢ oxidase 3ssermbly factorlike protein Leishrmania majar 032 4 6.1 57 26675 508 other
0i|70905837 LnjF 35.2420 phosphoinostide-binding protein, putative Leishrania majar strain Frediin 031 7 11.3 178 46614 614 other
0i|157868856 LrnjF 21.0670 rretallo-heta-lactamase farily-like protein Leishrmania majar 031 [ 10,4 73 36847 6.05 other
0i|70799961 LnjF 27.0560 cdco-related kinase, putative Leishrania majar strain Frediin 031 5 15.9 85 37531 651 other
0i|7 0906031 LnjF 35.4460 sri-f enRNP tore cormplex protein, putative Leishrania majar strain Frediin 031 1 10.5 30 8571 555 other
0i[157872656 LnjF 30.2600 c-1-tetrahydrafolate syrthase, eytoplasiic, putative Leishmania rmajar 030 ] 10.3 181 67212 635 other
0i[157876650 LnjF 36.0980 405 ribosornal protein 10, putative Leishmania rmajar 030 7 11.9 144 18752 10.5 other
0il157870428 LrnjF 25.0120 electron transfer flavopratein, putative Leishmania rmajar 030 [ 16.7 254 28450 .86 other
0il6634477 LrnjF 23.1060 hydrophilic acylated surace protein B Leishrania mexicana 030 5 74 178 18661 454 other
0il157872884 LnjF 30.3560 ragn nashilike protein,putative Leishmania rmajar 030 2 1.7 50 18617 583 other
0i|70799960 LnjF 27.0550 replication factor G, sUbunit 4, putative Leishrania majar strain Fredlin 029 [ 15.0 212 39844 712 other
0i[157873261 LrnjF31.1570 cytochrome ¢ oxidase VIl (GOX Vi, putative Leishmania rmajar 029 5 10.2 213 18857 a1a 1]
0i|157870233 LrnjF 24.1500 IE-dependent histarine-releasing factor, putative Leishrania rmajar 0.28 [ 11.8 198 19578 439 other
0i|2660764 LrnjF 30.0850 surface pratein arnastin Leishrania mexicana 0.28 3 15.8 64 20017 9.0z
0i|31324170 LrnjF29.1440 sigma adaptin Leishmania mexicana mexicana 0.28 2 a1 43 19402 758 1]
Qil157876177 LrnjF 34.3440 DA topoisarnerase (B, large subunit Leishmania rmajar 027 16 13.6 380 73810 a.1a other
0il157866232 LrnjF13.0780 protein kinase, putative Leishrania rmajar 027 14 1.5 457 64144 5.04 other
Qil157872611 LmjF 30.2370 ADP-rinosylation factor-like protein Leishmania majar 027 [ 1.2 202 20258 597 atner
0il157871369 LmjF 26.2280 nitrilase, putative Leishmania majar 027 5 a3 56 31347 5.99 atner
0il1 57868068 LmjF19.0100 frillarin, putative Leishmania majar 027 4 14 120 31226 9.83 atner
0il157872239 LmjF 30.0750 4-methyl-5(het thiazole ate synthesis pratein, putative Leishmania majar 027 4 9.z 58 20692 6.06 atner
0il157864164 LmjF 06.0260 5--3~ exonuclease, putative Leishmania majar 0.26 30 11.9 763 167250 6.82 atner
il157873478 LmjF 31.2610 RNA polymerase il largest subunit Leishmania majar 0.26 28 101 778 185847 8.42 atner
Qil157875377 LmjF33.3210 beta prime cop protein, putative Leishmania majar 0.26 19 13.2 420 98997 5.05 atner
0il1 57868669 LmjF 20.1350 coatomer beta subunit, putative Leishmania majar 0.26 19 1.7 427 110293 517 atner
0il157870540 LmjF 25.0670 epsin, putative Leishmania majar 0.26 18 7.9 488 66127 8.22 atner
0il157B64657 LmjF08.0080 ATP DEADIH RNA helicase, putative Leishmania majar 0.26 ] 1.5 247 75848 7 atner
0il157868725 LmjF 20.1690 soluble ide sensitive factor, putative Leishmania majar 0.26 4 10.3 44 32247 514 atner
0i|70799544 LmjF 29.0090 GTP-hinding pratein-like protein Leishmania majar strain Friedlin 0.26 3 10.2 48 21099 8.4 atner
0i|70799537 LmjF 29.0020 Tactor-like protein Leishmania majar strain Friedlin 025 19 10.2 450 115473 516 secreted
0il157872958 LmjF 31.0160 DhA-directed RNA polymerase Il subunit 2, putative Leishmania majar 025 17 1.9 338 135350 786 ather
0il157665311 LmjF10.0310 pratein transport protein Gec23, putative Leishmania majar 025 14 10.6 154 89567 568 ather
0il157876456 LmjF 36.0080 leucine carboxyl , putative Leishmania majar 025 10 9.8 248 EETAA] 6.31 ather
Qil70800143 LmjF 27.2330 GTF hinding protein, putative Leishmania majar strain F riedlin 025 ] 17.6 248 44560 6.20 ather
0il157BES6RE LmjF11.0700 i ing ATPase-like protein Leishmania majar 025 [} 19.6 184 44478 526 ather
0i|7 0798966 LmjFo1.0320 poly(4) export protein, putative Leishmania majar strain F riedlin 025 [ 13.0 423 33877 762 ather
Qil157876164 LmjF 34.3380 aldose 1-epimerase-like protein Leishmania majar 025 5 126 166 33614 6.3 ather
Qil157867335 LrmjF16.1400 trafficking protein particle complex subunitlike protein Leishmania majar 025 3 1.7 a0 21655 481 ather
Qil157871958 LmjF 26.2620 coatomer gamma subunit, putative Leishmania majar 0.24 16 8.1 308 96256 532 ather
Qil157673951 LmjF 321730 coatomer epsilon subunit, putative Leishmania majar 0.24 13 13.9 475 35087 5 ather
Qil157870430 LmjF 25.0130 ion factor, putative Leishmania majar 0.24 1 9.9 EFd 70739 614 secreted
Qil157874969 LmjF 33.1330 cysteine conjugate heta-lyase, aminotransferase-like protein Leishmania majar 0.24 10 1.8 234 46622 504 ather
Qil1 57864380 LmjF 06.1270 copraporphyrinogen iii oxidase, putative Leishmania majar 0.24 [} 10.3 235 34690 532 ather
gil157874883 LmjF 33.0860 nicotinate phosphoribosyltr , putative Leishmania majar 0.24 4 12.3 61 47610 571 ather
Qil157872658 LmjF 30.2610 RNA-binding pratein, putative Leishmania majar 0.24 4 1.4 91 23071 785 ather
Qil70800142 LmijF 27.2320 pratein phosphatase-like protein Leishmania majar strain F riedlin 0.24 3 10.8 98 35009 554 ather
gil157868180 LrmjF19.0660 DNA-directed RNA polymerase, alpha subunit, putative Leishmania majar 023 [} 1.4 157 47874 646 ather
Qil157867363 LrmjF16.1530 endoplasmic reticulum oxidoreductin, putative Leishmania majar 023 [} 9.3 156 48176 52 secreted
Qil1 57866366 LmijF13.1450 EF hand-like protein Leishmania majar 023 [ 74 268 23864 477 ather
gil70800118 LmjF27.2100 RNA-binding pratein, putative Leishmania majar strain F riedlin 023 5 41 162 48884 10.96 ather
Qil1567873604 LmjF31.3160 protein kinase, putative Leishmania majar 023 4 124 150 48766 720 ather
gil7 0805916 LmjF 35.3320 transpar protein particle (TRAPP) subunit, putative Leishmania majar strain F riedlin 023 4 9.6 130 23680 871 ather
Qil1 67676856 LmjF 36.2130 DEAD box RNA helicase, putative Leishmania majar 022 f] 10.5 308 63492 a4 ather
gil7 0805768 LmjF 35.1850 ER--golgi franspart protein gp25L, putative Leishmania majar strain F riedlin 022 4 1.6 a7 24633 9z 5
0il7 0788548 LmiF 29.0140 DNA-directed RNA polymerase Hike pratein Leishmania major strain Friediin 022 3 1.3 a7 38112 613 ather
Qil7 0800106 LmiF 271870 small nuclear ri in protein, putative Leishmania major strain Friediin 022 3 7.2 35 11841 a.51 ather
Qi1 67877054 LmiF 36.3000 ATF Rl helicase, putative Leishmania majar 0.21 12 10.0 197 108531 ] ather
Qil167671942 LmiF 28.2370 serine hydr Leishmania majar 0.21 7 1.0 204 52665 875 1]
Qil167877944 LmiF 36.6710 factor ¢, subunit 5, putative Leishmania majar 0.21 5 161 156 30586 .51 ather
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0il167874015 LrnjF 221840 rab118 GTPase, putative Leishmania major 0.21 s o.4 122 25374 6.65 ather
0il 167867047 LrnjF 16.0005 anti-silencing protein a-like protein Leishmania major 0.21 3 12.8 77 25474 5.48 M
0167866441 LrnjF14.0130 nucleoside hydrolase-like protein Leishmania majar 0.21 3 1.1 102 30552 478 ather
gil157870888 LrjF25.2370 adenylate kinase, putalive Leishmania majar 0.21 3 0.4 50 25857 8.03 secreted
0il 157876287 LrnjF 34.3860 small nuclear ri in, putative Leishmania majar 0.21 1 6.2 20 12224 957 ather
0170905704 LrjF35.1180 MADH Tumnarate  putative Leishmania major sirain Friegiin 0.20 18 112 576 124208 891 other
0i[157875487 LrnjF 32,0480 importin beta-1 subunit, putative Leishmania majar 0.20 18 12.6 646 96638 458 other
0i[157868928 LrnjF21.0810 methionyK-tRIA synthetase, putative Leishmania majar 020 14 8.2 300 84207 579 other
01157872965 LrnjF31.0190 nucleciar protein, putative Leishmania majar 020 11 8.1 252 70238 572 other
0ilT57877956 LrnjF 36.6770 beta-ataptin, putative Leishmania major 0.20 10 6.4 iz4 2735 499 ather
0l 157867861 LrnjF16.0780 DiNA-directed RNA polymerases Il putalive Leishmania major 0.20 7 10.0 ] 27415 6.27 ather
0il 167873484 Lrnjf 1.2640 2 oxoglutarate dehydrogenase, e2 component, lipoamidedehydrogenase-like protein Leishmania major 0.20 7 6.8 73 67901 816 ather
0il 167866388 LrnjF13.1560 ras-famnily member, GTF-binding protein, pulative Leishmania major 0.20 6 6.2 81 41611 6.42 ather
0i[ 167875105 LrjF33.1870 RINA editing complex prolein MP 45, mitochondrial Leishmania majar 0.20 6 7.8 203 54415 6.05 ather
gil 157870817 LrnjF26.0010 brix domain containing-like protein Leishmania majar 0.20 ] 8.0 85 40857 .48 ather
0il 157868948 LrnjF21.0850 xanthine phosphoribosyltr Leishmania majar 0.20 3 101 45 26902 765 ather
01803853 LrnjF36.2570 membrane-bound acid Leishmania mexicana 019 11 8.9 188 58332 697 s
0170739788 LrnjF20.2570 protein kinase, putative Leishmania major strain Friediin 019 3 98 195 56816 6.56 other
01157869134 LrnjF21.1563 choline denydrogenase, like protein Leishmania majar 019 6 93 133 59181 8.7 other
0il157867823 LrnjF18.0590 RINA binding protein, putative Leishmania major 019 [ 6.2 144 43630 9.28 ather
0il 157864482 LrnjF 07.0460 acyl-CoA dehydrogenase, milochondrial precursar, putative Leishmania major 019 5 7.3 73 57109 516 M
0il 167870630 Lrjf 261100 DIN2L-like protein Leishmania major [RE] 5 6.1 163 44299 727 s
0il 167867748 LrjF 18.0220 RINE-binding pratein, putative Leishmania major 018 ] 58 160 43763 864 other
0i[70B00112 LrnjF27.2030 branched-chain amino acid  putalive Leishmania major sirain Friedlin 018 10 10.0 172 34348 758 M
0i[ 157877680 LrnjF 36.5500 CAPISm2p, putative; G-actin binding protein, pulative Leishmania majar 018 6 114 148 20680 5.65 ather
011157864428 LrjFo7.0190 phosphobrosyl phosphats actiator protein, putative, Leishmania major 018 [ 99 129 14823 6.42 ather
protein phasphatase 24, regulatory subunit B, putative
0il 10046837 LrnjfF 20.2610 putalive mitogen-aclivated protein kinase & Leishmania mexicana mexicana [RE] [ 6.8 171 34507 752 ather
[ — LrniFasz150 COP-coated vesicle membrane pratein erv2s precursor, putative, Leishmania major 0ie B 127 on 30138 w8 B
ER--golgi transport protein ervas precursor, putative
01157876782 LrnjF36.1640 universal minicircle seguence binding protein (UMSBP), putative Leishmania major 018 4 96 128 29777 8.2 other
0i[71726016 Lrn)F02.0360 casein inase II, alpha chain, putative Leishmania majar 018 3 6.3 a1 32637 8.3 other
0il 157875001 LrnjF 331470 RINA-binding pratein, putative Leishmania major 018 1 7.7 64 14747 795 ather
0il 157868541 LrnjF 20.0660 serineflhreanine protein phosphatase 2A regulatory subunil, putative Leishmania major 047 8 6.8 6 54817 573 ather
0il 167871980 Lrnjf 26.2670 splicing factor 38 subunit 1, putative Leishmania major 07 T 7.0 122 114326 817 ather
0il 167864512 Lrnjf 07.0600 electron transfer lavoprotein-ubinuinone oxidoredustase, putative Leishmania major 017 6 118 87 63668 7.01 secreted
0i[167870878 LrjF26.0320 -1 tlate synthase, cytoplasmic, pulative Leishmania majar 047 5 10.4 127 31867 6.67 ather
0i[70B00064 LrnjF27.1550 DiA-directed RNA polymerase I1-like protein Leishmania major sirain Friedlin 047 2 118 75 14889 503 ather
0i[ 157874675 LrnjF33.0205 aulophagoeylosis prolein, putative Leishmania majar 047 2 10.5 116 31414 403 ather
0i[157876363 LrjF32.4310 coatomer alpha subunt, putative Leishmania majar 016 18 8.1 426 133880| 704 other
0i[157865564 LrjF11.0210 acigocalcisornal pyrophosphatase Leishmania majar 016 4 5.0 76 51248 538 other
0i[157872351 Lrn)F30.1290 U3 small nuclear ribonucloprotein (snRMF), putative Leishmania majar 016 3 8.3 5 33088 8.2
gil157869156 LimjF21.1660 mitochondrial structure specific endonuclease | (SSE-1), putative Leishrania major 016 2 10.4 33 33935 9.2 ather
0il 157864358 LrjF 06.1170 nuclear ransport factar 2 protein(NFT2), putative Leishmania major [RE] H 6.7 5 16130 5.28 ather
0il 167873454 Lrnjf 21.2490 adrenodoxin-like protein, ferredoxin, 2fe-Zs-like protein Leishmania major 016 1 6.2 a7 16168 6.27 s
0il 167867135 LrnjF16.0840 fucose kinase, putative Leishmania major 015 14 6.7 206 127881 573 other
0167866601 LrnjF14.0830 immunodorrinant antigen, putative, tc40 antigen-like Leishmania majar 015 12 5.1 320 92044 5.88 ather
0i[ 157870037 LrnjF24.0520 DNAJ domain protein, putative Leishmania majar 015 [ 6.7 281 80512 6.21 5
0i[ 157864602 LrnjF07.1000 RNA binding proteir-like protein Leishmania majar 015 T 96 212 35072 3.05 ather
01157863860 LrnjF05.0520 nuclear receplor binding factor-like protein Leishmania majar 015 T 76 274 36038 9.48 other
9170789743 LrnjF20.2020 protein kinase, putative Leishmania major sirain Friegiin 015 T 6.9 160 88854 879 other
0i71726134 LrnjF02.0670 mitochondrial cartier protein, putative Leishmania majar 015 7 6.1 157 33634 9.68 other
0116717564 LrnjF01.0570 tricarbowylate carrist, putative Leishmania major strain Friediin 015 6 5.9 161 36260 961 other
0il157867927 LrjF18.1110 methyltransrerase, putative Leishmania major 015 [ 6.4 107 93411 614 ather
0il70905693 LrnjF 351050 protein kinase, putative Leishmania major sirain F riedlin 015 6 5.9 166 54080 08.62 ather
0il 167873650 Lrjf 22.0170 Uz small nuclear ribonucleopratein 40K, putative Leishmania major 0185 5 10.4 ] 34864 5.76 ather
0il 167868112 LrnjF18.0320 intrafagellar transport protein component, putative Leishmania major 015 5 6.1 11 73627 5.05 ather
0i[ 167870674 LrjF26.1320 onine protein  pulative Leishmania majar 015 ] 0.8 127 36408 5.42 ather
0157868721 LrnjF20.1670 fibosorne protein, putative Leishmania majar 015 ] 7.0 106 36254 .61 ather
gil157872185 LrnjF30.0410 \WD-40 repeat protein Leishmania majar 015 3 76 &1 52682 737 ather
9170739560 LrnjF20.0250 oxdase-like protein Leishmania major sirain Friegiin 015 3 a7 50 36670 548 other
01157866980 LrnjF15.1200 mitochondrial DNA topaisomerase I Leishmania majar 01¢ 12 59 287 133412]  0.es other
01157864600 Lrn)F07.0990 nucleolar RNA-BInding protein, putative Leishmania majar 01¢ [ 5.1 142 37603 403 other
0il70800139 LrnjF 27.2300 transcription elongation regulator-like protein Leishmania major strain F riediin 014 7 43 265 79362 6.42 ather
0l 157868904 LrnjF 21.0710 ATP-hinding cassetle sub-family £, putalive, ribanuclease Linhibitor, putative Leishmania major 014 6 9.4 Gz 74899 8.55 ather
0il 167860164 Lrnjf 21,1660 protein kinase, putative Leishmania major 014 ] 6.6 158 56282 544 ather
0il 167864284 LrnjfF 06.0860 difydrofolate reductase-thymidylate synihase Leishmania major 014 ] 7.3 86 50271 6.50 ather
0167864267 LrjF06.0730 threonine defydratase-like prolein Leishmania majar 014 3 0.8 127 37582 844 ather
0i[76363838 LrnjF04.1190 possible RNA nutlestiyliransferase precursar Leishmania majar 014 3 6.5 82 58808 731 ather
0i[ 157874639 LrnjF33.0130 trans-splicing factor, putative Leishmania majar 014 3 5.6 68 38570 583 ather
gil157869818 LrjF23.1185 caronin, putative Leishmania majar 01 3 5.3 102 57317 619 T
0iB8271714 LrnjF24.2320 putalive mitogen-aclivated protein kinase kinase 4 Leishmania mexicana mexicana 01 2 8.3 76 39124 715 other
0170739978 LrnjF27.0730 reductase, putative Leishmania major strain Friediin 01¢ 2 6. 77 37848 89 secreted
01157869535 LrnjF 221630 CCR4 associated factor, putative Leishmania majar 01¢ 2 53 77 37974 576 other
0il70799557 LrnjF 20.0220 Drotein transpon pratein Sec24A, putative Leishmania major strain F riediin 013 [l 6.4 351 107830] 6.6 ather
gil157875678 LrnjfF 341250 NLFinteracting factor, putative Leishmania major 013 [ 5.9 337 41285 7.23 M
0il 167871882 Lrnjf 28.2080 mitochondrial DEAD box protein, putative Leishmania major [EE T 6.5 104 60735 5.5 M
0il 167876548 LrnjfF 6.2380 sterol 24 _pulative Leishmania major 013 7 7.6 478 40484 6.11 ather
Qi 167876175 LrjF34.3430 cleavage and polyadenylation specificily factor, putative Leishmania majar 013 T ] 133 85008 561 ather
0il 157860548 LrnjF23.0030 beta propeller protein, putative Leishmania majar 013 6 5.4 137 50437 6.74
0157865920 LrnjF12.0660 onine protein like protein Leishmania majar 013 5 5.8 B4 104897 | 846 ather
01157866613 LrnjF12.0990 ADPIATP mitochondrial carrier-like protein Leishmania majar 013 5 5.3 126 0718 8.31 other
0i[157869471 LrnjF22.1360 famesyl pyrophasphate synthase, putative Leishmania majar 013 4 55 77 41340 551 other
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gi[2131000 LimnjF36.6470 MAP-kinase homalogue Leishmania mexicana 013 3 81 66 41354 677 ather
0i[157 864576 LrnjFO7.0870 splicing factar ptsri-like protein Leishmania major 013 3 6.7 108 12038 1.2 M
0i[157877183 LinjF 36.3420 vacuolar protein soming-associated protein-like protein Leishmania major 013 3 5.3 64 41453 557 ather
0il167877181 LinjF36.3410 short chain dehydrogenase-like protein Leishmania major 013 3 43 77 41336 a.79 secreted
9157877751 LinjF36.5880 small GTPase, putative Leishmania major 013 2 88 69 41008 532 ather
gi|70800152 LimnjF27.2410 aldo-keto reductase-like protein Leishmania major strain Friedlin 013 2 78 a7 41562 719 ather
0i157867093 LinjF16.0230 protein tyrosine phosphatase-like pratein Leishmania major 013 2 6.9 60 19643 864 ather
0i|157872821 LinjF30.3280 ohine . putative Leishmania major 013 2 6.5 34 40387 593 S 3
0i|70905601 LinjF35.0110 coatomer zeta subunit, putative Leishmania major strain Friedlin 013 2 6.5 49 20336 461 ather
0157876415 LinjF34.4550 cell differentiation protein-like protein Leishmania major 013 2 53 69 41372 861 ather
0i[157870620 LinjF256.1060 Trataxin-like protein Leishmania major 013 1 79 64 20345 564 ]
0i[157874096 LmjF32.2200 small nuclear ribonucleoprotein component-like protein Leishmania major 012 10 5.8 262 110820 582 ather
0i[157864248 LmjF06.0650 lanosterol synthase, putative Leishmania major 012 9 5.6 186 1147328 742 ather 1
0i[157864298 LmjFOR.0880 acyl-coenzyme a dehydrogenase, putative Leishmania major 012 7 a7 213 15779 798 other
0i[157875044 LmjF33.1680 thiamine biosynthesis-like protein Leishmania major 012 5 74 137 89071 872 ather
0i[157870438 LmjF25.0170 cleavage and polyadenylation specificity factar, putative Leishmania major 012 5 6.8 131 0691 582 other
0i[157 876291 LmjF24.2970 adaptor gamma-1 chain, putative Leishmania major 012 5 6.3 152 90330 563 other
0i[157870892 LmjF25.2340 protein kinase, putative; serinefthreonine-protein kinase, putative Leishmania major 012 1 10.6 181 14578 9.38 other
0i[157878972 LmjF03.0210 protein kinase, putative Leishmania major 012 3 95 133 13207 502 other
0i[157 863671 LrmjF20.1360 RMNasePH-like protein, exosome associated protein 1 (Rrpd2 homolague), putative Leishmania major 012 3 2.9 38 17959 523 other
0i[157873287 LmjF31.1750 nucleosome assembly protein-like protein Leishmania major 012 2 51 62 45694 446 ather
0i[157872287 LmjF20.0970 22 protein precursar, putative Leishmania major 012 2 16 46 72080 456 other
0i[15787061 4 LmjF25.1020 like protein Leishmania major 012 2 35 38 45764 563 ather
0i[157877985 LmjF 26.6890 nuclear pore complex protein (NUF15%), putalive; nucleaporin, putative Leishmania major 011 10 14 231 145023 576 other
0i[157873629 LmjF32.0080 -ryristayl _putative Leishmania major 011 7 31 306 18713 615 other
gi[157 875050 LmjF33.1710 protein kinase, putative Leishmania major 011 B 18 186 775 6 other
0i[157876977 LmjF26.2510 nucleoparin interacting component (MUPS3), putative Leishmania major 011 5 17 120 97338 6.31 other
gil157871714 LmjF28.1240 p450 reductase, putative Leishmania major [ 4 42 72 73148 6.25 g 1
gil157 868884 LmjF21.0610 RMA helicase, putative Leishmania major [ 4 349 106 74992 9.0% other
gil157872111 LmjF30.0150 leucine-rich repeat protein, putative Leishmania major [ 2 6.0 92 23377 6.08 other 1
gil157868714 LmjF20.1640 phosphatase-like protein Leishmania major [ 2 2.2 48 23637 5.08 other
0il157865012 LmjF09.0400 protein kinase, putative Leishmania major [ 2 4.5 7 49688 898 other
0il157876592 LmjF 36.0700 WP18 RNA ediing cormnplex protein, putative Leishmania major [ 1 2.2 76 24624 824

0il70905980 LmjF 35.3950 U3 snRMA-associated splicing factor Leishmania major strain Friedlin 010 14 41 274 278569 833 other
0il157871424 LmjF28.0330 rpd4p homologue, putative Leishmania major 010 7 4.7 1a 104769 539 other
0157876628 LmijF 36.0870 DEAH-box RNA helicase, putative Leishmania major 010 k] 4.8 138 104485 644 ather
0il157877586 LrmjF 36.5240 alycosyl hydrolase, putative Leighmania major 010 ] 4.7 183 129471 633 other
gil157875013 LrmjF33.1540 elongation factor 1-gamma, putative Leighmania major 010 4 a1 a7 24824 616 other
Qil3772763T LrmjF11.0990 heta adaptin Leighmania mexicana mexicana 010 4 a7 149 109251 562 other
0il70905706 LmjF 35.1200 pre-mRMA splicing factor ATP-dependent RNA helicase, putative Leighmania major strain Friedlin 010 4 a7 7 80532 722 other
0il157865616 LrmjF11.0470 pumnilio-repeat, RMA-hinding protein, putative Leighmania major 010 4 29 141 82357 TE4 other
0il1578745133 LmjF33.2100 glycerolphosphate mutase, putative Leighmania major 010 3 a1 100 55309 654

0il157864360 LmjF06.1180 protein kinase, putative Leighmania major 010 3 35 73 51628 651 other
0il70905708 LmjF35.1220 short chain dehydrogenase, putative Leighmania major strain Friedlin 010 3 3.4 44 25201 815 other
Qil15787ITTIT LmjF32.0750 RNA binding protein, putative Leighmania major 010 2 4.5 a8 25225 1045 other
gil70800150 LrmjF27.2390 TPR-repeat protein, putative Leighmania major strain Friedlin 010 2 a1 79 53837 647 other
Q157865742 LmjF11.1100 lanosteral 14-alpha-demethylase, putative Leishmania major 010 2 4.8 61 54928 6.89 secreted
0il157868314 LmjF19.1270 RNA binding protein, putative Leighmania major 010 2 4.4 28 24786 436 other
0ilE1696998 LmjF32.2270 collagen-hinding protein Leighmania mexicana 010 2 35 53 52846 476 other
0il157867592 LmjF17.0920 ATP-dependent RMA helicase, putative Leishmania major 0.09 15 5.6 385 262166 565 ather
0il157873197 LmjF31.1270 p-ghyoprotein e Leighmania major 0.09 ] 4.5 165 184280 661 other 10
0il1578745274 LmjF33.2740 translation initiation factor it-2, putative Leighmania major 0.09 B 49 123 92912 634 other
Q157869958 LmjF21.0470 wvacuolar sorling-associated-like profein Leishmania major 0.09 B 4.8 133 112378 562 ather
Q157868798 LmjF21.0125 DMAtopoisomerase 1A Leishmania major 0.09 3 5.2 252 89728 9.22 ather
Q157869519 LmjF22.1600 SerThr protein phosphatase, putative Leishmania major 0.09 3 4.8 152 BE548 8.31 ather
Qil7og00019 LmjF27.1130 intraflagellar transport protein IFTEE, putative Leishmania major strain Friedlin 0.09 4 4.8 45 91749 6.21 ather
Q157872947 LmjF31.0110 FG-GAP repeat protein, putative, intergrin alpha chain protein, putative Leishmania major 0.09 4 4.5 B9 85858 4.89 1
Q157876534 LmjF36.1850 DEAD box RNA helicase, putative Leishmania major 0.09 3 5.9 B2 59512 916 ather
Q157866780 LmjF15.0270 replication Factor A 28 kDa subunit, pulative Leishmania major 0.09 3 4.7 178 27508 9.34 ather
Q157877098 LmjF36.3020 exnsome complex exonuclease RRP41, putative Leishmania major 0.09 2 8.5 45 27540 6.6 ather
Q157866128 LmjF13.0260 MN-acelyliransferase subunit ARD1, putative Leishmania major 0.09 2 6.2 6 28917 913 other
Q157869937 LmjF24.0010 myruvate dehydrogenase (lipoamide) kinase, putative Leishmania major 0.09 2 6.0 85 55847 7.55 gecreted
Q157869473 LmjF22.1370 intraflagellar transport protein-like protein Leishmania major 0.09 2 4.3 82 B1545 557 other
Qi[TEIEITEL LmjF04.0820 hypothetical protein L4830.02 Leishmania major 0.09 2 4.2 44 55871 871 other
Q187875977 LmjF34.2510 protein phosphatase 2c-like protein Leishmania major 0.09 2 4.0 150 30084 4.89 other
Q157875135 LmjF33.2110 phosphoglyeerate mutase, putative Leishmania major 0.09 2 3.9 29 55735 718

Qi[7B3IEIETT LmjF04.0080 DMA topoisomerase |-related protein Leighmania major etrain Friedlin 0.09 2 1 29 28198 B.64 other
Q157864073 LmjF05.1080 ATPaze, putative Leishmania major 0.09 2 1 74 55734 6.9 other
Q157867323 LmjF16.1350 DNA-directed RNA polymerase | [argest subunit, putative Leishmania major 0.08 g 3.2 169 201192 71 other
Q157873900 LmjF32.1340 cleavage and polyadenylation specificity factor-like protein Leighmania major 0.08 T 4.7 223 1687496 612 gecreted
Qi[157872731 LmjF30.2800 aldehyde dehydrogenase, pulative Leighmania major 0.08 [ 5.8 151 B64745 668 other
Q157864208 LmjF0&.0460 ATP-MNAD kinaze-like protein Leighmania major 0.08 [ 3.3 80 136818 6.23 other
Q157871750 LmjF28.1420 DMA polymerase IV, putative, DNA polymerase kappa, putative Leighmania major 0.08 3 4.3 44 67444 863 other
Q157867995 LmjF18.1420 pumilio protein, putative Leighmania major 0.08 4 4.0 108 47058 6.41 other
Q70905699 LmjF35.1130 oligogaccharyl transferase-like protein Leighmania major etrain Friedlin 0.08 4 2.2 a0 95384 871 other 1"
Q70800158 LmjF27.2470 protein kinase, putative Leighmania major etrain Friedlin 0.08 3 5.3 136 63607 §.99 other
Q157868076 LmjF19.0140 protein kinase, putative Leighmania major 0.08 3 4.3 112 69989 a.55 other
Q157868348 LmjF18.1380 transcription initiation factor-like protein (TFID-like proteiny Leighmania major 0.08 3 4.1 B8 3362 534 other
Qi[1s7a77214 LmjF36.3570 signal recognition particle receptar like protein, putative Leighmania major 0.08 3 4.1 34 BE043 6.68 other
Q157870582 LmjF25.0870 protein kinase, putative Leighmania major 0.08 3 kAl T8 3808 .48 other
Qi[157875583 LmjF34.0850 gerinefthreanine-protein phosphatase PP1, putative Leighmania major 0.08 2 20.3 58 3114 536 other
Q70788612 LmjF28.0780 U-box domain protein, putative Leighmania major etrain Friedlin 0.08 2 4.7 96 B7T194 535 other
Qi[15786TE16 LmjF17.0580 hig(§~nucleosyl-tetraphosphatase,symmetrical-li keprotein Leighmania major 0.08 2 2.4 58 34057 87 other
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Q157871307 LmjF26.1870 electon frangport protein SCO1SCO2, putative Leighmania major 0.08 1 4.5 29 32878 525 A 1

QilTEIEIE03 LmjFo4.0020 truncated putative pteridine transporter Leighmania major etrain Friedlin 0.08 1 7 28 33644 8.85 A 7

Q157876932 LmjF36.1840 DEAD hox RNA helicase, putative Leighmania major 0.07 11 21 3T 73779 a.04 other

Qi[157876411 LmjF34.4530 phosphatidylinositol 3-kinase (tor2)-like protein Leighmania major 0.07 T kAl 228 278076 5487 other

Q157865602 LmjF11.0400 tubulin-tyrgoine ligage-like protein Leighmania major 0.07 [ kAl 144 120054 887 other

Qi[157875165 LmjF33.2260 alycosyl hydrolase-like protein Leighmania major 0.07 3 3.0 32 156177 6.25 other

Q157868045 LmjF18.1660 gamma-glutarmylcysteine synthetase, putative Leighmania major 0.07 3 2.8 a0 79002 5.81 other

Qi[157874066 LmjF32.2080 ABC fransporter-like protein Leighmania major 0.07 3 1.9 235 TT960 6.32 A [

Q37727639 LmjFog.0080 delta adpatin Leighmania mexicana mexicansa 0.07 4 5.6 82 118252 562 S

Qi[15T86TSE4 LmjF17.0735 yeine decarbomase-like profein Leishmania major 0.a7 4 3T 107 35377 5.1 other

Q70805623 LmjF35.0330 short chain dehydrogenase, putative Leishmania major strain Friedlin 0.a7 4 3.3 88 36163 883 S 1

Q70805985 LmjF35.4000 MAP kinase kinase-like protein Leishmania major strain Friedlin 0.a7 4 2.8 111 148025 588 other

Q157879055 LmjF03.0620 mitochandrial Leishmania major 0.a7 3 41 83 72489 k] other

Qi[157870512 LmjF25.0530 ABC fransporter, putative Leishmania major 0.a7 3 3.8 180 72359 4.1 | 4

Qi[157876043 LmjF34.2820 regulatory subunit of protein kinase a-like protein Leishmania major 0.a7 3 3T 80 72028 642 other

Q157872245 LrnjF30.0780 rmitochondrial oligo_U binding protein TBRGG1, putative Leishrmania major 007 3 3.2 85 72929 7167 secreted

Qi1 57868396 LrnjF18.1620 potassium voltage-gated channel, putative Leishrmania major 007 2 7.5 61 34900 562 |t}

Q157866870 LrnjF15.0770 protein kinase, putative Leishrmania major 007 2 4.4 108 74087 5084 other

Q70788609 LrnjF28.0750 U3 small nuclgolar ribonucleoprotein protein MPP1 0, putative Leishrmania major strain Friedlin 007 2 37 63 75575 488 other

Q157877072 LrnjF36.2880 ATP-binding cassette protein, putative Leishrmania major 007 2 3.0 a7 73069 6.25 other B

Q157875920 LrnjF34.2280 G-actin binding protein, putative; twinfilin, putative Leishrmania major 007 2 27 33 35861 646 other

Qil157871782 LrjF28.1570 hwdrolase, alphabeta fold family, putative Leishrmania major 007 2 2.6 41 38545 883 other

Q157877336 LrnjF36.4070 phosphoglvterate mutase-like protein Leishrmania major 007 1 4.0 34 39114 a.07 secreted

Q157871926 LrnjF28.2280 DNAtopoisomerase ii Leishrmania major 0.06 8 3.0 102 169138 6.58 other

Q157864612 LrnjFa7.1050 cation-transporting ATPase, putative Leishrmania major 0.06 B 31 58 140587 6.88 A 10

Qi1 57866752 LrnjF15.0170 protein phosphatase 2C, putative Leishrmania major 0.06 B 3.0 148 44682 6.51 other

Q157870530 LrnjF25.0620 RNA polymerase | second largest subunit, putative Leishrmania major 0.06 5 3.0 168 183248 816 |t}

Qi1 57868539 LrnjF20.0650 rRMA bingenesis protein-like protein Leishrmania major 0.06 4 2.4 50 81232 §.05 other

Qi1 57866774 LrnjF15.0240 nonspecific lipid-transfer protein, putative; sterol carrier protein, putative Leishrmania major 0.06 3 6.4 67 44029 6.5 |t}

Q76363665 LrnjF04.0330 hypothetical protein L2743.03 Leishrmania major strain Friedlin 0.06 3 2.5 70 94628 6.52 |t}

Qi1 57866964 LrjF15.1210 inositoliphosphatidylinosital phosphatase, putative Leishrmania major 0.06 3 2.4 1 87151 6.28 other

Qi1 57871686 LrjF28.1150 long-chain-fatty-acid-coA ligase protein putative Leishrmania major 0.06 3 2.4 55 82418 652 other

Q157872584 LrjF30.2250 zinc-finger protein, conserved Leishrmania major 0.06 3 2.4 B6 42383 847 other

Qi1 57879051 LrnjF03.0600 argining N-rnethyltr , putative Leishrmania major 0.06 2 44 38 44712 547 other

Q70739608 LrnjF29.0740 peroxisormal targeting signal type 2 receptor,_putative Leishrmania major strain Friedlin 0.06 2 3.5 48 41182 841 other

Qi1 57867616 LrnjF17.1050 esterase-like protein; hydrolase-like protein Leishrmania major 0.06 2 2.8 83 42773 642 other

0i[157 873446 LrnjF21.2460 lipase, putative Leishmania major 0.06 2 2.5 37 10976 6.3 A 1

0i[157875398 LrjF24.0030 protein kinase, putative Leishmania major 0.06 2 2.3 30 16040 6.03 3 1

ail70906117 LinjF36.5370 diacylglycernl kinase-like protein Leishmania major strain Friedlin 0.06 2 23 56 43085 a.17 M 1

gi[157876938 LinjF36.2330 endanuclease v, putative Leishmania major 0.06 2 23 30 43100 634 ather

gi|157875861 LinjF34.2050 ATP-dependent RNA helicase, putative Leishmania major 0.06 2 21 38 89806 467 ather

gi|157876027 LimnjF34.2750 ase-like protein Leishmania major 0.06 2 21 45 46773 545 ather

0i[157877934 LrjF 26.6660 ensar 10174-like protein; methyitransfarase, putative Leishmania major 0.06 2 18 39 16334 2.01 other

9i|157866220 LinjF13.0720 oxidoreductase-like protein Leishmania major 0.06 1 36 26 42635 876 sacreted

9i|157869702 LinjF23.0670 oxidoreductase-like protein Leishmania major 0.06 1 29 39 87T 561 sacreted

0i|157 866766 LinjF16.0220 protein phosphatase 1 catalitic subunit, putative Leishmania major 0.06 1 21 a7 42936 665 secratad

0i[157873559 LrnjF21.2870 acetyl-CoA carboxylase, putative Leishmania major 0.05 8 34 266 243035 5.06 other

0i[157871303 LinjF26.1350 i protein Ghd, putative Leishmania major 0.05 8 23 1567 297482 445 ather

0i[157873813 LinjF32.0920 wacuolar proton-ATPase-like protein, putative Leishmania major 0.05 ] 28 114 101933 547 ather ]

4il167866734 LrmjF11.1060 SECH1-like (refranslocalion process) protein, putalive, Lelshmania major 006 5 1.0 168 54275 905 ” g
pretranslocation protein, alpha subunit, putative

0il146091582 LmjF28.0450 ribonuclease I-like protein Leishmania infanturm 0.05 5 2.7 160 109912 6.1 other

0il157872843 LrmjF 30.3390 CASICSE/imporin domain protein, putative Leighmania major 0.05 4 1.9 134 109145 542 other

gil157877872 LmjF 36.6430 protein transpor protein sec23-like protein Leighmania major 0.05 4 1.9 10% 94964 585 other

gil157871822 LmjF28.1780 DNA topoisomerase [l putative Leighmania major 0.05 3 25 53 97971 8.26 other

Qil157874726 LmjF32.0410 DNA mismateh repair protein, putative; MSH2 Leighmania major 0.05 3 1.6 99 104811 [ other

0il157876193 LmjF 34.3520 peraxisome hiosynthesis protein-like protein Leighmania major 0.05 3 1.6 53 103543 v other

0il157872501 LmjF30.1930 succinyl-coa:3-ketoacid-coenzyme a like protein Leighmania major 0.05 2 3.0 152 54263 829 other

0il1578745290 LmjF33.2e10 transcription elongation factor-like protein Leighmania major 0.05 2 3.0 B8 51055 538 other

gilFogomaor LrmjF27.1980 FisJ eell division protein, putative Leighmania major strain Friedlin 0.05 2 2.7 75 104540 685 other

0il157871257 LmjF26.1730 protein kinase, putative Leighmania major 0.05 2 28 97 115319 614 other 2

Qil37727635 LrmjF07.0050 alpha adaptin Leighmania mexicana mexicana 0.05 2 2.4 51 108187 8.05 other

0il157867692 LmjF17.1410 zinc-finger protein ZPR1, putative Leighmania major 0.05 2 2.4 il SB537 452 other

Q157869380 LmjF19.1540 cholinefCarnitine o0-acyltransferase-like protein Leishmania major 0.05 2 2.4 94 98159 8.34 ather

Q157876818 LmjF36.1780 aldehyde dehydrogenase, pulative Leishmania major 0.05 2 2.4 B4 55290 69 ather

Qil157866E29 LmjF14.1070 protein kinase, putative Leishmania major 0.05 2 2.2 6 101284 525 ather

Q3002487 LmjFo1.0810 caleiumipotassium channel (CAKC), putative Leishmania major strain Friedlin 0.05 2 20 BB 115024 677 7

Q70799707 LmjF29.1640 ABC transporter domain protein, pulative Leishmania major strain Friedlin 0.05 2 1.9 48 501868 547 ather

Q157866523 LmjF14.0540 ion transport protein-like protein Leishmania major 0.05 2 1.8 25 56425 a7 other B

Q15787067 LmjF25.1340 protein transpor protein Sec24C, putative Leishmania major 0.05 2 1.6 54 113007 6.29 other

Q157870297 LmjF24.1820 short chain dehydrogenasesreductase, putative Leishmania major 0.05 1 3.0 34 55450 9.06

Q157871013 LmjF26.0450 DMNA polymerase sigma-like protein Leishmania major 0.05 1 2.3 47 52859 9.07 other

Q157876514 LmjF36.0330 rihonuclease HIl, putative Leishmania major 0.05 1 2.3 43 53694 9.33

Q157866272 LmjF13.0850 AMP deaminase, putative; amp deaminase-like protein Leishmania major 0.04 B 37 82 183456 647 other

Q157869622 LmjF23.0380 ABC transporter-like protein Leighmania major 0.04 [ 1.8 208 137208 585 10

Q157868623 LmjF20.1120 phosphatidylinositol 3-kinase, putative Leighmania major 0.04 3 1.6 B7 362020 6.54 ]

Q157864643 LmjFog.0010 structural maintenance of chromosome 3 profein, putative Leighmania major 0.04 4 4.2 70 135362 6.27 other

Q157876208 LmjF34.3590 phosphatidylinositol 4-kinase, putative Leighmania major 0.04 3 41 76 B69436 547 other

Q70805812 LmjF35.2270 ATP-dependent RNA helicase-like protein Leighmania major etrain Friedlin 0.04 3 2.8 a0 127643 565 gecreted

Qil157871804 LmjF28.1690 sulfate trangporter-like protein Leighmania major 0.04 3 21 91 216583 66T 1

Q157865750 LmjF11.1180 protein transpor protein gec31, putative Leighmania major 0.04 3 1.6 T4 123238 6.1 gecreted

Qi[157869979 LmjF24.0230 protein kinase, putative Leighmania major 0.04 2 3.5 48 58054 548 other

Q157864821 LmjFog.0800 mitochondrizl DNA polymerase heta-PAK, putative Leighmania major 0.04 2 7 T4 72693 818 other
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Q70805727 LmjF35.1420 peroxizome targeting signal 1 receptor, putative Leighmania major etrain Friedlin 0.04 2 1.6 3 70566 447 other

Q157863947 LmjF05.0450 GTPase, putative Leishmania major 0.04 2 1.3 30 71678 9.48 other

Qi[187877142 LmjF36.3230 oxidoreductase, putative Leishmania major 0.04 1 1.3 38 58481 8.95 =

Qi|70799655 LmjF29.1450 phosphatidylinositol-kinase domain protein, putative Leighmania major etrain Friedlin 0.03 4 1.5 137 2938498 812 gecreted

Q157868092 LmjF19.0220 polyprenyl synthase, putative Leishmania major 0.03 4 1.2 86 83759 53 other

Q157876726 LmjF36.1340 MN-acelyliransferase subunit Mat1, putative Leishmania major 0.03 3 2.3 45 82125 73 other

Q157870393 LmjF24.2290 cullin-like protein-like protein Leishmania major 0.03 3 20 39 BE470 678 other

Q157875540 LmjF34.0670 ABC transporter-like protein Leishmania major 0.03 3 1.4 74 228876 892 M 9
Q157864534 LmjF07.0700 topoisomerase-related function protein-like protein Leishmania major 0.03 3 0.8 73 99908 7.3 secreted

Q157863932 LmjF05.0390 protein kinase, putative Leishmania major 0.03 2 2.4 162 77949 5.1 secreted

Qi[157871612 LmjF28.0780 DMNA repair protein, putative Leishmania major 0.03 2 1.8 38 83783 9.21 ather

Qil157866599 LmjF14.0920 mitochondrial DNA polymerase | protein C, putative Leishmania major 0.03 2 1.6 89 171773 853 ather

0il70799929 LrmjF 27.0240 kinetoplast-associated protein-like protein Leighmania major strain Friedlin 0.03 2 1.4 Fil re813 425 other

gil157870191 LrmjF24.1300 DHNAJ-domain protein, putative Leighmania major 0.03 1 1.6 59 89150 5.88 M

0il157865275 LmjF10.0170 guanosine diphosphatase, putative; nucleoside phosphatase, putative Leighmania major 0.03 1 1.3 33 73974 673 g 1
Qil71746036 LmjF02.0410 RNA-editing complex protein MP81, putative Leighmania major 0.03 1 1.1 81 102915 535 other

0il154346674 LmjF 36.6320 phosphatidylinositol 3 kinase, putative Leighmania braziliensis 0.02 11 1.2 B4 294639 641 other

0il71745994 LrmjF02.0300 ABC1 transporter, putative Leighmania major 0.02 B 0.6 55 263796 645 g 14
0il157872578 LmjF30.2210 endosomal trafficking protein RME-8, putative Leighmania major 0.02 4 1.6 92 276016 612 secreted

0il157875886 LmjF34.2150 eukaryolic tranglation initiation factor 2-alpha kinase precursor, putative; protein kinase, putative Leighmania major 0.02 3 1.2 34 159738 596 A

0il15786E1TE LrmjF13.0500 RNA helicase, putative Leighmania major 0.02 3 1.1 62 226745 613 other

0il1578745048 LmjF33.1700 DNA-dependent ATPase, putalive; transcription activator Leighmania major 0.02 3 0.8 98 126249 719 other

0il157868166 LrmjF19.0590 protein kinase, putative Leighmania major 0.02 3 0.6 40 127692 581 other

0il15787ES91 LmjF 36.2580 related to multifunctional cyclin-dependent kinase pho@3-like protein Leishmania major 0.0z 2 2.7 26 110212 6.01 other

0il157869734 LmjF23.0830 NarH antiporter-like pratein Leishmania major 0.0z 2 1.7 74 166380 6.41 A 12
0il157870339 LmijF 24.2020 tubulin folding cofactor D, putative Leishmania major 002 2 1.4 g8 1596674 571 ather

gil157 868802 LmjF21.0200 major vault pratein-like protein Leishmania major 0.0z 2 1.0 65 105858 574 other

gil157871652 LmjF28.0940 oxidoreductase-like protein Leishmania major 0.0z 2 1.0 26 108565 595 other

0i[157874893 LmjF33.1010 calci ATPase, putative Leishmania major 002 2 1.0 41 129685 611 ather 8
0il157877414 LmjF36.4400 ATP-dependent RNA helicase-like protein Leishmania major 002 2 1.0 49 107231 94 ather

0i[157872349 LmjF20.1280 vacuolar assembly protein vpsd1, putative Leishmania major 0.02 2 0.8 [ 159131 611 other

0i[157877058 LmjF26.2830 deadih helicase, putalive; pre-mma splicing factor ATP-dependent RNA helicase, putative Leishmania major 0.02 2 0.6 35 123308 547 other

0il157871564 LmjF28.0530 RADS0 DNA repair-like protein Leishmania major 002 1 07 68 155210 598 ather

0i[157863930 LmjF05.0380 microtubule-associated protein, putative Leishmania major 0.0 5 13 48 206884 453 ather

0i[157865762 LmjF11.1230 ABC transporier, putative Leishmania major 0.0 1 0.6 40 198671 687 A 15
hypothetical protein

Q157875993 LrnjF34.2580 hypothetical protein, conserved Leishrmania major 228 27 36.1 818 22634 475 other

Q157872827 LrmjF30.3310 hypothetical protein, conserved Leishrmania major 218 45 40.2 860 41085 525 other

Qil157872715 LrnjF30.2845 hypothetical protein, conserved Leishrmania major 1.68 12 36.5 177 11838 89.25 A 1
Q157864522 LrnjFO7.0640 hypothetical protein, conserved Leishrmania major 1.51 38 36.7 1116 35099 542 other

Q1576874092 LrjF32.2180 hypothetical protein, conserved Leishrmania major 1.31 24 35.2 T67 26532 555 other

Q157864861 LrnjFog.1100 hypothetical protein, conserved Leishrmania major 1.28 34 247 510 42247 8.2 secreted

Q157869814 LrnjF23.1480 hypothetical protein, conserved Leishrmania major 1.25 23 273 582 27460 5.41 other

Q157870738 LrnjF25.1620 hypothetical protein, conserved Leishrmania major 1.04 13 33.8 165 16874 §.88 other

Q157870357 LrnjF24.2110 hypothetical protein, conserved Leishrmania major 0487 41 30.5 1288 55619 6.41 secreted

Q157864930 LmjFoa.0100 calmaodulin-like protein containing EF hand domain, hypothetical protein, conserved Leishmania major 048z 41 30.8 884 B5T0T 532 other

Q157869574 LmjF23.1410 hypothetical protein, conserved Leishmania major 087 15 20.2 413 27853 825 other

Qi[157867392 LmjF17.0010 hypothetical protein, conserved Leishmania major 083 53 23.8 1211 88598 866 other

Qi[15TE87TT426 LmjF36.4460 hypothetical protein, conserved Leishmania major 073 12 2.4 262 17841 771 secreted

Qil157871660 LmjF28.0850 hypothetical protein, conserved Leishmania major 0.71 10 8.8 223 27752 945 other

Qi[157870367 LmjF24.2180 hypothetical protein, conserved Leighmania major 0.68 13 16.8 285 39718 .82 gecreted

Qi[157874327 LmjF3z2.3210 hypothetical protein, conserved Leighmania major 0.66 8 29.8 360 24302 618 other

QilT0800039 LmjF27.1300 hypothetical protein, conserved Leighmania major etrain Friedlin 0.65 33 22.7 840 60385 8.28 other

Q157865664 LmjF11.0680 hypothetical protein, conserved Leighmania major 063 10 29.6 244 25290 583 other

QilT0800078 LmjF27.1680 hypothetical protein, conserved Leighmania major etrain Friedlin 0.60 24 2.3 B55 59070 .36 other

Qi1 57866463 LmjF14.0240 hypothetical protein, conserved Leishmania major 0.58 B 16.4 271 15535 B.14 other

Q157865134 LmjFoa.101d hypothetical protein, conserved Leishmania major 057 18 17.6 471 BTB03 528 S 1
Q157871834 LrnjF28.1840 hypothetical protein, conserved Leishrmania major 0.56 16 22.2 445 27664 583 other

Qil70800109 LrnjF27.2000 hypothetical protein, conserved Leishrmania major strain Friedlin 0.55 8 26.8 237 22422 472 other

Qi1 57866453 LrnjF14.0180 hypothetical protein, conserved Leishrmania major 0.55 8 17.6 151 22485 463 other

Q157877930 LrnjF36.6640 hypothetical pratein, conserved Leishrmania major 0.54 7 234 214 22607 5.11 other

9i[157863845 LinjF05.0450 protein, consarved Leishmania major 064 T 16.8 167 22693 481 ather

9157877954 LinjF36.6760 protein, consarved Leishmania major 063 13 155 338 29038 563 ather

01157868451 LrnjF20.0240 hypothetical protein, consetved Leishmania major 053 g 76.1 271 79278 .88 3 1
0i[157 872006 LrmjF 28.2660 hypothetical protein, conserved Leishmania major 053 5 35.6 106 17037 .08 other

0i|70905997 LmjF35.4110 hypothetical protein, conserved Leishmania major strain Friedlin 052 12 20.0 219 23258 5 66 ather

0il157872301 LmjF30.1040 hypothetical protein, consened Leishmania major 052 11 18.8 155 29656 8.76 secreted

0il157877548 LrmjF 36.5100 hypothetical protein, conserved Leighmania major 0.51 48 16.2 1308 105758 72 other

0il70800062 LrmjF27.1530 hypothetical protein, conserved Leighmania major strain Friedlin 0.51 9 16.7 452 11488 793 other

Q157870738 LmjF25.1610 hypothetical protein, conserved Leishmania major 0.50 12 2.2 446 IBY3E 617 ather

Qi[157873HES LmjF31.1110 hypothetical protein, conserved Leishmania major 0.50 3 18.6 114 24171 9.44 = 2
Qi[157873819 LmjF32.0850 hypothetical protein, conserved Leighmania major 048 29 2.3 532 102364 6.08 other

Q157866726 LmjF15.0040 hypothetical protein, conserved Leighmania major 048 10 18.7 308 37922 5.81 other

Q157868848 LmjF21.0430 hypothetical protein, conserved Leishmania major 048 k] 16.1 128 44830 8.35 other

Q70806013 LrjF35.4270 hypothetical protein, conserved Leishrmania major strain Friedlin 046 k] 237 70 19364 8.51 other

Q70788470 LrnjF27.0650 hypothetical protein, conserved Leishrmania major strain Friedlin 045 B 2.0 166 19618 a.71 other 2
Q1576874084 LrmjF32.2150 hypothetical protein, conserved Leishrmania major 044 36 15.3 880 119462 457 other

Qi1 57872851 LrnjF30.3430 hypothetical protein, conserved Leishrmania major 044 27 18.8 648 41182 5.1 other

Qi1 578759481 LrjF34.2570 hypothetical pratein, conserved Leishrmania major 044 11 19.5 205 55827 547 other

9i[157873640 LinjF32.0130 protein, consarved Leishmania major 044 ] 1.3 163 27120 498 ather

gi|70793631 LinjF29.0820 protein, consarved Leishmania major strain Friedlin 043 17 222 532 56862 961 ] 1
0i|70905928 LinjF35.3440 hypothetical protein, conserved Leishmania major strain Friedlin 0.43 7 19.8 123 13344 5.23 ather
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9il157865513 LmjF10.1280 hypothetical protein, conserved Leishmania major 0.42 T 17.4 173 35859 5.04 ather
9il157866575 LmjF14.0780 hypothetical protein, conserved Leishmania major 0.42 ] 17.2 137 21050 .18 ather
9il157866166 LmjF13.0450 hypothetical protein, conserved Leishmania major 0.42 ] 14.9 115 13379 5.26 ather
Qil157675574 LmjF34.0815 hypothetical protein, conserved Leishmania major 0.42 4 20.0 169 13473 a.72 ather
Qil157874351 LmjF32.3330 hypothetical protein, conserved Leishmania major 0.42 2 9.6 42 13457 10.58 M
Qil157672810 LmjF30.3680 hypothetical protein, conserved Leishmania major 0.41 13 9.7 372 51130 5.57 ather
0il157869102 LmjF21.1500 hypothetical protein, conserved Leishmania major 0.41 11 19.8 212 66049 6.85 ather
Qil157873748 LmjF32.0630 hypothetical protein, conserved Leishmania major 0.41 9 16.1 224 21170 5.42 ather
0il157867839 LmjF18.0700 hypothetical protein, conserved Leishmania major 0.39 19 16.7 393 77739 4.46 ather
Qil157871650 LmjF28.0930 hypothetical protein, conserved Leishmania major 0.39 12 17.5 298 45661 5.67 S
Qil157869118 LmijF21.1555 hypothetical protein, conserved Leishmania major 0.38 168 12.4 206 46704 6.09 S
gil70800025 LimF37.1220 hypathetical pratein, conserved Leishrania major strain Friedlin 0.38 12 11.4 366 46697 611 other
gil157868066 LimjF19.0090 hypathetical pratein, conserved Leishrania major 0.38 9 13.6 191 46848 632
gil157869958 LimjF 23.0080 hypathetical pratein, conserved Leishrania major 0.37 9 9.3 102 48383 531 other
gi|70800007 LimF37.1020 hypathetical pratein, conserved Leishrania major strain Friedlin 0.37 4 14.6 60 23150 77 other
gil157870902 LimjF26.2410 hypathetical pratein, conserved Leishrania major 0.35 39 10.5 879 109923 753 other
0il157867303 LnjF16.1250 hypothetical protein, conserved Leishmania major 0.35 2 12.0 75 15908 9.42 other
ail157876107 LnjF34.3100 hypothetical protein, conserved Leishmania major 0.34 12 13.4 418 43107 8.87 other
0il157876508 LnjF 36.0310 hypothetical protein, conserved Leishmania major 0.34 4 13.9 102 25563 6.5 other
0i|157869613 LnjF 23.0330 hypothetical protein, conserved Leishmania major 0.34 3 10.5 74 25368 9.2 other
0il157867957 LrnjF186.1260 hypothetical protein, conserved Leishmania major 033 ] 19.7 234 35034 9.68 other
0i| 157865511 LrnjF10.1270 hypothetical protein, conserved Leishmania major 033 i 9.9 225 35431 6.07 other
0il157864753 LnjF 08.0560 hypothetical protein, conserved Leishmania major 033 3 16.0 108 26116 9.46 other
0il157871045 LnjF 26.0680 hypothetical protein, conserved Leishmania major 033 3 12.4 81 25709 6.97 B
0i157874313 LimjF32.2720 hypothetical protein, conserved Leishmania major 033 5 221 103 16399 5.22 other
0i|157867865 LnjF16.0800 hypothetical protein, conserved Leishmania major 033 4 15.1 56 35309 9.55
0il157872307 LrnjF30.1070 hypothetical protein, conserved Leishmania major 033 3 12.9 112 25741 .99 1]
0i157871864 LnjF 26.1990 hypothetical protein, conserved Leishmania major 032 29 16.7 [ 81351 9.2 other
0i| 76363653 LinjF04.0270 hypothetical protein L302.10 Leishmania major strain Friedlin 032 i 10.2 113 54298 7.21 other
0i|70800031 LinjF27.1250 hypothetical protein, conserved Leishmania major strain Friedlin 0.32 5 18.7 195 35738 579 other
0il 157867151 LnjF16.0520 hypothetical protein, conserved Leishmania major 0.31 11 13.4 148 37281 6.51 secreted
0il 157866507 LnjF14.0450 hypothetical protein, conserved Leishmania major 0.31 9 11.3 134 37009 485 other
0i|70905609 LimjF 35.0190 hypothetical protein, conserved Leishmania major strain Friedlin 0.31 3 96 124 27435 577 other
0il70800129 LimjF27.2200 hypothetical protein, conserved Leishmania major strain Friedlin 0.31 5 15.9 101 27497 551 other
0il157874283 LimjF32.3010 hypothetical protein, conserved; leucine rich repeat pratein, putative Leishmania major 0.30 26 10.9 636 a7475 512 other
0i157677329 LinjF 36.4040 protein, conserved Leishmania major 0.30 10 10.5 401 47243 4.25 other
0i|70799726 LinjF29.1840 protein, conserved Leishmania major strain Friedlin 0.30 7 12.7 231 37701 8.26 ather
0i|157868766 LinjF21.0040 protein, conserved Leishmania major 0.30 3 a8 115 28239 5.39 ather
0i|157868926 LinjF 21.0800 protein, conserved Leishmania major 0.29 58 13.0 1519 250810 6.98 ather
0i|157869132 LinjF21.1567 protein, conserved Leishmania major 0.29 7 10.9 127 38775 .01 A
0i|70906069 LinjF 35.4860 protein, conserved Leishmania major strain Friedlin 0.29 7 106 186 38690 8.81 ather
0i[157871301 LrmjF 26.1940 protein, conserved Leishmania major 0.29 [ 10.1 86 39610 10.22 7]
0i[157877130 LrmjF 36.3170 protein, conserved Leishmania major 0.29 5 14.0 161 38928 4.99 ather
0i[157866R59 LrmjF14.1210 protein, conserved Leishmania major 0.29 5 126 77 29097 a ather
0i[157871367 LrmjF 26.2270 protein, conserved Leishmania major 0.29 4 109 167 29220 573 7]
0i[157866B05 LrmjF14.0950 protein, conserved Leishmania major 0.29 4 a5 135 19089 10.22 7]
0i|70906033 LrmjF 35.5070 protein, conserved Leishmania major sirain Friedlin 0.29 3 131 87 19361 4.09 ather
0i[157869263 LrmjF 22.0300 protein, conserved Leishmania major 0.28 12 116 412 [GEE] 8.38 ather
0i[157872225 LrmjF 30.0705 protein, conserved Leishmania major 0.28 5 143 148 29378 8.05 ather
0i|70906108 LrmjF 35.5270 protein, conserved Leishmania major sirain Friedlin 0.28 5 12.4 211 40515 5.08 ather
0i|157870991 LrmjF 26.0380 protein, conserved Leishmania major 0.28 4 10.1 142 29321 a1 ather
0i[157873271 LrmjF 31.1620 protein, conserved Leishmania major 0.28 2 25.1 38 19529 516 ather
0i157864480 LrmjF07.0450 protein, conserved Leishmania major 0.28 2 108 34 19633 a.a7 ather
0i|70799625 LrmjF 29.0870 protein, conserved Leishmania major sirain Friedlin 0.27 1 1.4 353 53485 713 ather
Qi[157870524 LmjF25.0590 h protein, consered Leishmania major 027 ] 71 196 20147 851 ather
Qi[157871534 LmjF28.0380 h protein, consered Leishmania major 026 2] 9.2 286 42708 853 ather
Qi[157867707 LmjF18.0010 h protein, consered Leishmania major 025 17 a4 B34 114378 618 secreted
Qi[157870822 LmjF25.2020 h ical protein, conserved Leishmania major 025 4 1249 106 33120 552 ather
0i[13569563 LmjF34.3640 ABOD-4 protein Leishmania mexicana 025 3 151 141 10438 9.69
0i[157879063 LmjF03.0690 h ical protein, conserved Leishmania major 024 43 a8 1033 249125 6.04 ather
Qi|70793751 LmjF28.2100 h protein, consered Leishmania major strain Friedlin 024 14 7.2 596 69989 590 secreted
gi[157871902 LmjF28.2170 h protein, consered Leishmania major 024 10 126 224 71802 513 ather
Qi[157877568 LmjF36.5150 h protein, consered Leishmania major 024 10 a4 256 71504 505 ather
Qi[157871285 LmjF26.1880 h protein, consered Leishmania major 024 2] 6.2 310 57624 578 ather
Qi[157874152 LmjF32.2440 h protein, consered Leishmania major 024 ] 12.0 141 46102 48 ather
Qi[157868824 LmjF21.0310 h protein, consered Leishmania major 024 4 a4 214 35042 876 secreted
Qi[157871648 LmjF28.0820 h protein, consered Leishmania major 024 2 111 41 22527 10 ather
Qi[157877790 LmjF36.6080 h protein, consered Leishmania major 023 13 1.8 333 85209 585 ather
Qi[157875121 LmjF33.2040 h protein, consered Leishmania major 023 12 ER:] 350 87088 552 ather
Qi[157872143 LmjF30.0310 h protein, consered Leishmania major 023 12 9.6 288 135058 520 ather
Qi|70799586 LmjF28.0320 h protein, consered Leishmania major strain Friedlin 023 2] 6.9 227 36590 524 secreted
Qi[157872792 LmjF30.3150 h protein, consered Leishmania major 023 ] 1.8 226 23380 525 S
0i|70805841 LmjF35.2570 protein, conserved Leishmania major strain Friedlin 023 L] 88 118 24223 " ather
0i[157867436 LmjF17.0120 protein, conserved Leishmania major 023 3 11.4 54 36505 582 ather
gi[157864304 LmjF06.0810 protein, conserved Leishmania major 023 3 a5 47 23699 961 s
gi[157876570 LmjF36.0590 protein, conserved Leishmania major 023 2 a1 67 23961 644 secreted
gi[1578723193 LmjF30.1130 protein, conserved Leishmania major 023 1 85 35 11325 450
gi[157867482 LmjF17.0410 protein, conserved Leishmania major 022 28 75 621 114705 506 ather
ail157870386 LmjF25.2310 protein, conserved Leishmania major 022 10 8.0 255 63643 718 ather
ail157865700 LmjF11.08280 protein, conserved Leishmania major 022 8 85 156 37508 836 ather
9il70305356 LmjF35.3720 protein, conserved Leishmania major strain Friedlin 022 T 158 166 50779 762 ather
ail157875730 LmjF34.1480 protein, conserved Leishmania major 022 T 10.2 263 38443 887 ather
0il157868345 LmjF22.0730 protein, conserved Leishmania major 022 T 55 138 49917 546 ather
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4i|1578656750 LrnjF11.1360 protein, consarved Leishmania major 022 ] 8.0 200 50076 775 ather
gi[157873835 LinjF32.1030 protein, consarved Leishmania major 022 3 122 145 24912 549 ather
0i[15787 2706 LrnjF20.2810 hypothetical protein, consetved Leishmania major 0.22 3 1.7 145 24741 9.21 other
01157865441 LrnjF10.09456 hypothetical protein, consetved Leishmania major 0.22 3 1.2 a9 11961 .41 other
0i[157867327 LrnjF16.1370 hypothetical protein, consetved Leishmania major 0.22 F 93 &1 11648 6.06 other
0157874278 LrnjF32.2996 hypothetical protein, consetved Leishmania major 0.22 1 5.4 33 11860 77 other
0i|70799550 LinjF29.0150 hypothetical protein, conserved Leishmania major strain Friedlin 0.21 13 7A 367 796032 5.04 ather
0i[157873687 LrnjF32.0350 hypothetical protein, consetved Leishmania major 0.21 g 10.0 191 51978 545 other
0i[157876183 LrnjF24.2470 hypothetical protein, consetved Leishmania major 0.21 8 101 218 10045 664 other
0157871313 LrjF 26.2000 hypothetical protein, consetved Leishmania major 0.21 7 7.2 195 39266 7.0 other
0i[157864372 LrnjFO6.1240 hypothetical protein, consetved Leishmania major 0.21 B 10.3 195 53332 673 secreted
0i[157872941 LmjF21.0080 hypothetical protein, conserved Leishmania major 0.1 B 6.1 145 76044 576 other
0il70800159 LmjF27.2480 WWD-repeat protein Leishmania major strain Friedlin 021 5 1.9 166 53696 567 ather
i 157868350 LmjF19.1400 hypothetical protein, conserved Leishmania major 0.1 5 10.5 17 76247 6.37 other
i[70905713 LmjF25.1260 hypothetical protein, conserved Leishmania major sirain Friedlin 0.1 5 a7 108 20013 8.81 other
0i[157872829 LmjF20.2320 hypothetical protein, conserved Leishmania major 0.1 5 78 123 39479 .63 other
0i[157873689 LmjF32.0360 hypothetical protein, conserved Leishmania major 0.1 5 77 108 38581 87 other
i[157877788 LmjF 26.6050 hypothetical protein, conserved Leishmania major 0.1 1 a1 164 38679 6.75 other
gi[157879128 LmjFO3.0960 hypothetical protein, conserved Leishmania major 0.1 1 6.7 83 12673 907 A
0i[157870746 LmjF25.1650 hypothetical protein, conserved Leishmania major 0.1 3 12.0 59 75330 9.62 M
0i[157867355 LrmjF16.1450 hypothetical protein, conserved Leishmania major 0.1 3 1.3 67 4015 5.88 other
0i[157 877460 LrmjF 26.4630 hypothetical protein, conserved Leishmania major 0.1 3 9.0 57 75365 7m other
0i[70798959 LmjF01.0080 hypothetical protein, conserved Leishmania major sirain Friedlin 0.1 2 1.8 a8 76944 9.22 3
gi[157870197 LmjF24.1320 hypothetical protein, conserved Leishmania major 0.1 2 1.8 a5 12308 574 other
gi[157869215 LmjF22.0050 hypothetical protein, conserved Leishmania major 0.20 11 10.6 207 AA050 5.85 other
0i[157 866471 LmjF14.0280 hypothetical protein, conserved Leishmania major 0.20 11 71 273 109833 .05 other
0i[157872199 LmjF 20,0580 hypothetical protein, conserved Leishmania major 0.20 10 8.6 236 54487 61 other
0il70905766 LmjF 35.1830 hypothetical protein, consened Leishmania major strain Friedlin 020 8 83 148 82744 7.29 other
0il15787E6SS LmjF 36.1160 hypothetical protein, consened Leishmania major 020 8 7B 265 #1976 8.47 other
0il157 864446 LmjF07.0290 hypothetical protein, consened Leishmania major 020 B 10.2 266 27358 571 other
gil157871904 LmjF28.2180 hypothetical protein, consened Leishmania major 020 5 1.4 120 27477 5.67 other
0il157865142 LmjF09.1050 hypothetical protein, consened Leishmania major 020 5 7.3 63 26714 89 other
0il70905953 LmjF 35.3690 hypothetical protein, consened Leishmania major strain Friedlin 020 5 6.7 107 27410 9.9 other
0il157876125 LmjF34.3190 hypothetical protein, consened Leishmania major 020 4 9.2 k] 56014 8.47 other
0il157873633 LmjF32.0100 hypothetical protein, consened Leishmania major 020 3 14.7 13 27383 4.87 other
gil157877408 LmjF 36.4860 hypothetical protein, consened Leishmania major 020 3 i 74 26925 507 secreted
gil157871778 LmjF28.1550 hypothetical protein, conserved Leighmania major 020 2 13.4 51 27109 9.67 other
0il157876323 LmjF34.4130 hypothetical protein, conserved Leighmania major 019 23 5.4 402 87857 6.08

0il157873797 LrmjF32.0840 hypothetical protein, conserved Leighmania major 019 11 1.6 LAl 57713 6.97 other
Qil157877E37 LrmjF 36.5480 hypothetical protein, conserved Leighmania major 019 10 10.3 309 57980 8.66 secreted
0il157 867265 LrmjF16.1085 hypothetical protein, conserved Leighmania major 019 10 6.0 446 28153 10.36 secreted
0il70906002 LmjF 35.4160 hypothetical protein, conserved Leighmania major strain Friedlin 019 ] a8 227 57312 6.34 other
gil1578745272 LmjF33.2730 hypothetical protein, conserved Leighmania major 019 7 12.2 251 57385 6.4

0il157864472 LmjF07.0410 hypothetical protein, conserved Leighmania major 019 B T4 127 58287 528 other
0il70906012 LmjF 35.4260 hypothetical protein, conserved Leighmania major strain Friedlin 019 ] 8.5 97 44072 573 other
gil157868419 LrmjF20.0080 hypothetical protein, conserved Leighmania major 019 ] e 132 74283 249 other
0il157868382 LmjF19.1550 hypothetical protein, conserved Leighmania major 019 ] i 141 43838 6.86 other
0il157865100 LrmjF09.0840 hypothetical protein, conserved Leighmania major 019 ] i m 42978 567 secreted
Qil15787EO T LrnjF 34.2700 hypothetical protein, conserved Leighmania major 019 4 16.7 159 28808 542 other
0il70905940 LnjF 35.3560 hypothetical protein, conserved Leighmania major strain Friedlin 019 3 a1 88 44289 7.98 other
0il157872093 LrnjF 30.0080 hypothetical protein, conserved Leighmania major 019 2 8.3 51 28118 6.47

0il157866348 LrmjF13.1360 hypothetical protein, conserved Leighmania major 01@ 15 6.9 454 9564 757 other
Q157864118 LmjF068.0030 hypothetical protein, conserved Leishmania major 018 12 B.5 195 BT B.57 ather
Q70799657 LmjF29.1470 hypothetical protein, conserved Leishmania major strain Friedlin 018 10 9.2 142 75493 538 ather
Q157867129 LmjF16.0410 hypothetical protein, conserved Leishmania major 018 9 77 384 61802 558 ather
Q157864972 LmjF09.0220 hypothetical protein, conserved Leishmania major 018 g 9.0 157 93990 8.94 ather
Q157876814 LmjF36.1750 hypothetical protein, conserved Leishmania major 018 7 8.5 147 59819 B.05

Q70905829 LmjF35.2440 hypothetical protein, conserved Leishmania major strain Friedlin 018 B 14.2 138 30072 575 ather
Q157866505 LmjF14.0440 hypothetical protein, conserved Leishmania major 018 B 11.1 215 62330 879 secreted
Qil1s7871111 LmjF26.1010 hypothetical protein, conserved Leishmania major 018 3 8.3 194 46299 B.36 ather
Q157870820 LmjF25.2010 hypothetical protein, conserved Leishmania major 018 3 8.2 116 30614 5.8 other
Q157876321 LmjF34.4120 hypothetical protein, conserved Leishmania major 018 3 5.5 116 29548 511 other
Q157870331 LmjF24.1950 hypothetical protein, conserved Leishmania major 018 4 15.4 136 0153 8.8 other
Q157872703 LmjF30.2800 hypothetical protein, conserved Leishmania major 018 4 a1 100 30554 8.39

Qi[157877564 LmjF36.5130 hypothetical protein, conserved Leishmania major 018 4 B.5 108 30365 872 other
Q157866218 LmjF13.0710 hypothetical protein, conserved Leishmania major 018 3 a1 47 45480 8.58 other
Q157871854 LmjF28.0850 hypothetical protein, conserved Leishmania major 018 3 [Al 40 14858 521 other
Q157874180 LmjF32.2480 hypothetical protein, conserved Leishmania major 018 3 6.0 74 14582 4.31 other
Qil40557187 LmjF13.0140 unknown Leishmania mexicana 018 2 9.4 33 29188 715 other
Q157864689 LmjF0g.0240 hypothetical protein, conserved Leighmania major 018 2 7.3 45 30445 877 other
Qi[157877468 LmjF36.4670 hypothetical protein, conserved Leighmania major 018 2 7.0 48 14595 612 gecreted
Q157863953 LmjFo5.0480 hypothetical protein, conserved Leighmania major 018 2 6.9 48 29512 £.98 gecreted
Q157870722 LmjF25.1540 hypothetical protein, conserved Leighmania major 017 12 7.2 461 81412 77 other
Qi|70906058 LmjF35.4710 hypothetical protein, conserved Leighmania major etrain Friedlin 017 8 6.6 222 79290 5.6

Q70806090 LmjF35.5080 hypothetical protein, conserved Leighmania major etrain Friedlin 017 8 6.0 176 GE191 7.92 other
Qi[157877570 LmjF36.5160 hypothetical protein, conserved Leighmania major 017 [ 11.2 127 65508 512 other
Q70800088 LmjF27.1570 hypothetical protein, conserved Leighmania major etrain Friedlin 017 3 1.7 B8 46993 535

Qi1 57866EES LmjF14.1240 hypothetical protein, conserved Leighmania major 017 3 3.6 133 3091 9.28 other
Q70805992 LmjF35.4080 hypothetical protein, conserved Leighmania major etrain Friedlin 017 4 15.8 80 32017 4.8 other
Q157866683 LmjF14.1330 hypothetical protein, conserved Leighmania major 017 4 8.0 196 642368 8.88 gecreted
Q7078778 LmjF28.2350 hypothetical protein, conserved Leighmania major etrain Friedlin 017 4 6.8 87 3898 B.86

Q157870550 LmjF25.071%5 hypothetical protein, conserved Leighmania major 017 4 6.4 a7 3448 576 other
Q157864891 LmjFog.1225 hypothetical protein, unknown function Leighmania major 017 3 6.3 B7 32372 503 other
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4i|157868657 LinjF20.1280 protein, consarved Leishmania major 017 3 46 62 31463 447 ather
gi[157876258 LinjF34.3820 protein, consarved Leishmania major 017 2 6.9 30 31788 a ather
0i[157871293 LrnjF 26.1900 hypothetical protein, consetved Leishmania major 016 15 6.8 326 136445 587 other
0i[157875642 LrnjF 24.0680 hypothetical protein, consetved Leishmania major 016 15 6.6 278 139267 503 other
01157 366956 LrnjF15.1180 hypothetical protein, consetved Leishmania major 016 13 73 367 138874 614 other
0i[157873141 LrnjF21.1000 hypothetical protein, consetved Leishmania major 016 10 6.6 238 120835 4.99 other
0i[157867243 LrnjF16.0980 hypothetical protein, consetved Leishmania major 016 8 8.2 220 248732 529 other
01157864070 LrnjF05.1060 hypothetical protein, Unknown Tunction Leishmania major 016 7 5.4 119 50847 5.88 M
01157875985 LrnjF24.2540 hypothetical protein, consetved Leishmania major 016 7 (3 148 100427 7.00 other
01157 36E06S LrnjF12.1300 hypothetical protein, consetved Leishmania major 016 7 7.2 130 9389 519 other
01157864432 LrnjF07.0220 hypothetical protein, consetved Leishmania major 016 B 7.4 245 67638 6.6 M
gi157 36966 LmjF23.1630 hypothetical protein, conserved Leishmania major 016 B 5.9 94 66322 .35 other
0i[157864875 LmjFO8.1170 hypothetical protein, conserved Leishmania major 016 5 10.0 59 A0M6S 811 other
0il157 366459 LmjF14.0220 hypothetical protein, conserved Leishmania major 016 5 6.2 97 51308 7.00 other
0i[157873507 LmjF21.2740 hypothetical protein, conserved Leishmania major 016 1 148 [E3] 52087 .08 other
0i[157865817 LmjF12.0100 hypothetical protein, conserved Leishmania major 016 1 5.4 12 37654 7.99 other
i[70905915 LmjF25.3310 hypothetical protein, conserved Leishmania major sirain Friedlin 016 1 5.9 a7 33003 .67 secreted
gil157 364066 LmjFOA.1030 hypothetical protein, conserved Leishmania major 016 3 131 233 16457 87 M
0i[157872259 LmjF20.0830 hypothetical protein, conserved Leishmania major 016 3 8.2 3 16548 564 other
0i[157875394 LmjF24.0010 hypothetical protein, conserved Leishmania major 016 3 5.6 46 33983 93 3
0i[157868913 LmjF21.0734 hypothetical protein, conserved Leishmania major 016 2 9.9 30 15776 167 secreted
0i[157867333 LrmjF16.1390 hypothetical protein, conserved Leishmania major 016 2 a7 74 37891 2.73 other
0i[157 866431 LmjF14.0080 hypothetical protein, conserved Leishmania major 016 2 7.4 53 33273 924 other
gil157 36EEST LmjF14.1395 hypothetical protein, conserved Leishmania major 016 2 6.1 29 16313 10,93 M
i[157873615 LmjF32.0010 hypothetical protein, conserved Leishmania major 016 1 a7 26 16093 932 A
0i[157864723 LmjFO8.0410 hypothetical protein, conserved Leishmania major 015 18 a7 217 150700 .06 3

i 157365469 LmjF10.1080 hypothetical protein, conserved Leishmania major 015 13 7.2 330 29401 593 M
0il157BETTET LmjF18.0280 hypothetical protein, consened Leishmania major 015 9 2.4 187 74412 6.8 other
0il157 866396 LmjF13.1600 hypothetical protein, consened Leishmania major 015 8 2.4 249 130169 5 other
0il15787E181 LmjF 34.3460 hypothetical protein, consened Leishmania major 015 5 86 ikl 54423 532 other
0il157869329 LmjF22.0650 hypothetical protein, consened Leishmania major 015 5 a0 80 55076 5.7
gil157873770 LmjF32.0720 hypothetical protein, consened Leishmania major 015 5 2.4 200 54949 6.52 other
0il70906069 LmjF 35.4820 hypothetical protein, consened Leishmania major strain Friedlin 015 4 48 33 36773 9.43
gil157874407 LmjF32.3610 hypothetical protein, consened Leishmania major 015 3 8.8 108 17013 8.8 other
0il157 866306 LmjF13.1150 hypothetical protein, consened Leishmania major 015 3 B 1o 35986 8.87
0il157876443 LmjF 36.0030 hypothetical protein, consened Leishmania major 015 3 T2 72 16891 5.57 other
0il157867532 LmjF17.0760 hypothetical protein, conserved Leighmania major 015 2 1.1 103 36235 7.25 other
0il157865507 LmjF10.1250 hypothetical protein, conserved Leighmania major 015 2 T2 43 IBE4E 542 other
0il157864691 LrmjF08.0250 hypothetical protein, conserved Leighmania major 015 2 6.7 Fil 17118 10.22 A
0il15787 4469 LmjF32.3910 hypothetical pratein, unknown function Leighmania major 015 2 4.5 62 4711 8.32 A
gil157878974 LmjF03.0220 hypothetical protein, conserved Leighmania major 015 2 4.5 28 35752 10.24 other
0il1578745343 LrmjF 332.3090 hypothetical protein, conserved Leighmania major 014 14 T4 36 159403 559 other
0il157865618 LrmjF11.0480 hypothetical protein, conserved Leighmania major 014 13 4.6 244 119299 573 other
0il70799968 LnjF 27.0630 hypothetical protein, conserved Leighmania major strain Friedlin 014 11 8.3 278 99945 9.01
0il157866252 LrjF13.0880 hypothetical protein, conserved Leighmania major 014 10 46 132 76954 598 other
gil157873219 LrmjF31.1380 hypothetical pratein, unknown function Leighmania major 014 9 6.1 260 19767 618 other
Qil70799664 LmjF29.1240 hypothetical pratein, unknown function Leighmania major strain Friedlin 014 ] .5 ] 79453 531 other
0il157870095 LrnjF24.0830 hypothetical protein, conserved Leighmania major 014 B 6.3 182 94744 9.1
0il157869704 LrmjF23.0680 hypothetical protein, conserved Leighmania major 014 ] 6.2 a7 59733 6.34 other
0il70799908 LrmjF 27.0030 hypothetical protein, conserved Leighmania major strain Friedlin 014 ] a7 147 37037 569 other
gil157872970 LmjF31.0210 hypothetical protein, conserved Leighmania major 014 4 .5 82 57868 551 other
0il157869910 LrmjF23.1480 hypothetical protein, conserved Leighmania major 014 4 5.9 81 58714 535 other
Q157877568 LmjF36.5140 hypothetical protein, conserved Leishmania major 014 4 5.8 97 SB217 514 ather
Q157873999 LmjF32.1770 hypothetical protein, conserved Leishmania major 014 3 8.8 7 59292 B.51 secreted
Q157876934 LmjF36.2310 hypothetical protein, conserved Leishmania major 014 3 a.0 151 I7TTEZ 10.01 ather
Q157865483 LmjF10.1150 hypothetical protein, conserved Leishmania major 014 3 4.8 96 57174 8.26 ather
Qil157868058 LmjF19.0190 hypothetical protein, conserved Leishmania major 014 2 14.7 71 19414 10.04 ather
Q157866770 LmjF15.0225 hypothetical protein, conserved Leishmania major 014 2 5.8 25 39388 B.25 ather
Q157874887 LmjF33.0950 hypothetical protein, conserved Leishmania major 014 1 10.4 B0 18937 511 ather
Q157869941 LmjF24.0030 hypothetical protein, conserved Leishmania major 014 1 4.2 26 19381 11.02 secreted
Qi[157873185 LmjF31.1210 hypothetical protein, conserved Leishmania major 013 44 6.0 782 552344 6.03 other
Q157866707 LmjF14.1440 hypothetical protein, conserved Leishmania major 013 25 4.2 B32 104705 4.4 other
Qi[157872215 LmjF30.0680 hypothetical protein, conserved Leishmania major 013 g 6.2 193 BOB0E 752 other
Q157879033 LmjF03.0520 hypothetical protein, conserved Leishmania major 013 T B.6 197 81280 502 other
Q157873691 LmjF32.0370 hypothetical protein, conserved Leishmania major 013 T 3.3 276 82742 57 other
Q157869850 LmjF23.0520 hypothetical protein, conserved Leishmania major 013 B 121 116 39741 7162 other
Q157875188 LmjF33.2370 hypothetical protein, conserved Leishmania major 013 B 6.0 114 BOY45 7162 other
Qi[1878777Y8 LmjF36.6090 hypothetical protein, conserved Leishmania major 013 3 7.3 78 61295 B.58
Q70800082 LmjF27.1780 hypothetical protein, conserved Leighmania major etrain Friedlin 013 3 6.3 160 B1780 8.8 M
Qi[157877959 LmjF36.6370 hypothetical protein, conserved Leighmania major 013 4 5.2 242 62182 6.37 other
Q70805974 LmjF35.3800 hypothetical protein, conserved Leighmania major etrain Friedlin 013 4 41 84 40042 .81 other
Qil157874110 LmjF32.2260 hypothetical protein, conserved Leighmania major 013 4 3T 43 20421 548 other
Q157869443 LmjF22.1220 hypothetical protein, conserved Leighmania major 013 3 12.3 27 19495 10.55
Q157869908 LmjF21.0720 hypothetical protein, conserved Leighmania major 013 3 a.0 178 40118 8.66 gecreted
Q157866099 LmjF13.0110 hypothetical protein, conserved Leighmania major 013 3 IAl 87 40489 a2 other
Qi[157874154 LmjF32.2450 hypothetical protein, conserved Leighmania major 013 3 4.8 87 40048 7.58 other
Q157864912 LmjFog.0010 hypothetical protein, conserved Leighmania major 013 2 9.6 a7 19748 9.66
Qi[157867339 LmjF16.1420 hypothetical protein, conserved Leighmania major 013 2 7.0 82 39502 §.94 |
Q157869520 LmjF23.1180 hypothetical protein, conserved Leighmania major 013 2 6.6 B 39557 648 other
Q2266811 LmjFo1.0480 hypothetical protein, conserved Leighmania major etrain Friedlin 013 2 5.8 76 39700 6.01 other
Qi[157867935 LmjF18.1150 hypothetical protein, conserved Leighmania major 013 2 5.3 46 39638 753 other
Q157867299 LmjF16.1230 hypothetical protein, conserved Leighmania major 012 15 4.4 305 200282 8.84
Q157872805 LmjF30.3210 hypothetical protein, conserved Leighmania major 012 9 6.6 155 87804 558 other
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9il157675209 LmjF33.2460 hypothetical protein, conserved Leishmania major 012 9 4.3 148 115510 6.22 ather

Qil157674768 LmjF33.0570 hypothetical protein, conserved Leishmania major 012 g 8.1 280 64605 5.64 ather

9il70905891 LmjF35.3070 hypothetical protein, conserved Leishmania major strain Friedlin 012 g 6.6 200 93118 5.94 ather

9il157865036 LmjF09.0530 hypothetical protein, conserved Leishmania major 012 g 6.3 122 87329 7.23 ather

Qil157867983 LmjF18.1360 hypothetical protein, conserved Leishmania major 012 g 6.1 190 108217 5.8 ather

Qil157876430 LmjF34.4630 hypothetical protein, conserved Leishmania major 012 T 4.1 209 90363 6.14 ather

Qil157869544 LmjF23.0020 hypothetical protein, conserved Leishmania major 012 ] 6.0 154 43218 6.49 ather

Qil157872020 LmjF28.2730 hypothetical protein, conserved Leishmania major 012 ] 4.5 185 65936 5.85 M

Qil157874365 LmjF32.3400 hypothetical protein, conserved Leishmania major 012 ] 4.5 95 67287 8.71 S 2
9il157865604 LmijF11.0410 hypothetical protein, conserved Leishmania major 012 3 5.7 96 7] 6.36 ather

Qil157874363 LmjF32.3390 hypothetical protein, conserved Leishmania major 012 3 4.2 148 67001 6.14 ather

gil157874988 LmjF33.1410 hypathetical pratein, conserved Leishrania major 012 5 4.1 54 G5650 657 other

gil15787B5TE LimjF 36.0620 hypathetical pratein, conserved Leishrania major 012 4 10.2 83 21517 10.8 ] 1
gil15T8E7181 LimjF16.0660 hypathetical pratein, conserved Leishrania major 012 4 4.8 50 65179 ] other

4i|70905683 LimjF 35.0850 hypathetical pratein, conserved Leishrania major strain Friedlin 012 3 8.5 48 45631 5.4 other

gil1578655T4 LimjF11.0260 hypathetical pratein, conserved Leishrania major 012 3 71 Fi:l GBATT 9.29 M

0il157872913 LnjF 30.3690 hypothetical protein, conserved Leishmania major 012 3 6.5 88 66717 8.52 other 2
0il157874080 LimjF32.2130 hypothetical protein, conserved Leishmania major 012 3 6.4 60 43944 9.54 other

0i|157864883 LinjF08.1210 hypothetical protein, conserved Leishmania major 012 3 5.3 186 43131 6.56 other

0i|157867805 LnjF16.0500 hypothetical protein, conserved Leishmania major 012 3 5.2 88 44633 6.36 other

0i|157865676 LinjF11.0750 hypothetical protein, conserved Leishmania major 012 3 3.4 62 21983 46 other

0i|157864835 LnjF 08.0620 hypothetical protein, conserved Leishmania major 012 2 6.8 44 22240 919 1]

0il157864463 LinjF07.0360 hypothetical protein, conserved Leishmania major 012 2 5.9 37 211986 .35 secreted

0i|70799775 LimjF29.2340 hypothetical protein, conserved Leishmania major strain Friedlin 012 2 5.4 87 21271 461 other

0il 1578723251 LnjF 30.0805 hypothetical protein, conserved Leishmania major 012 1 5.1 50 21047 9.83 secreted

0i157870518 LmjF 25.0560 hypothetical protein, conserved Leishmania major 012 1 [X] 31 22203 10.1 1
0i|70905818 LimjF 35.2330 hypothetical protein, conserved Leishmania major strain Friedlin 011 9 46 312 100943 469 secreted

0i|70798969 LinjF01.0460 hypothetical protein, conserved Leishmania major strain Friedlin 011 i 5.5 172 151479 878 other

0i|709059321 LimjF35.3370 hypothetical protein, conserved Leishmania major strain Friedlin 011 3 8.0 195 117803 56 other

0i|157866872 LimjF15.0780 hypothetical protein, conserved Leishmania major 011 5 9.2 81 72301 9.42 1]

0i|157676836 LnjF 36.1860 hypothetical protein, conserved Leishmania major 011 4 6.1 88 495232 977 other

0i157872549 LmjF30.2100 hypothetical protein, conserved Leishmania major 011 4 75 143 69924 571 other

il 157872171 LnjF 30.0440 hypothetical protein, conserved Leishmania major 011 4 6.2 116 23050 5.07 other

0i| 157865361 LrnjF10.0550 hypothetical protein, conserved Leishmania major 011 4 6.0 34 48172 a.04 1]

0il157670856 LimjF25.2170 hypothetical protein, conserved Leishmania major 011 4 58 115 48169 577 other

0i| 157869951 LinjF24.0080 protein, conserved Leishmania major 011 4 5.1 59 46151 5.46 other

0i|157870610 LinjF25.1010 protein, conserved Leishmania major 011 3 8.1 154 48564 5.4 ather

0i[157874625 LinjF 33.0060 protein, conserved Leishmania major 011 3 6.4 85 47322 4.43 ather

0i|157876159 LinjF 34.3360 protein, conserved Leishmania major 011 3 43 85 23747 8.81 secreted

i[157871716 LinjF 26.1250 protein, conserved Leishmania major 011 3 43 55 49584 6.19 ather

0i|157869158 LinjF 21.1670 protein, conserved Leishmania major 011 3 38 35 48663 5.23 ather

0i[157877191 LrmjF 36.3480 protein, conserved Leishmania major 011 2 1.5 33 23484 8.91 ather

0i[157863970 LrmjF05.0570 protein, conserved Leishmania major 011 2 8.0 35 46665 6.38 7]

0i|70905815 LrmjF 35.2300 protein, conserved Leishmania major sirain Friedlin 011 2 6.2 72 46253 6.3 ather

0i[157873588 LrmjF 31.3100 protein, conserved Leishmania major 011 2 55 25 24487 6.45 ather 1
0i[157874249 LrmjF 32.2885 protein, conserved Leishmania major 011 2 a7 67 46652 578 ather

0i[157864308 LrmjF 06.0920 protein, conserved Leishmania major 011 2 45 101 49123 561 ather

0i[157869297 LrmjF 22.0480 protein, conserved Leishmania major 011 2 45 59 49509 8.48 ather 2
0i|157870291 LrmjF24.1790 protein, conserved Leishmania major 011 2 a1 54 24048 4.47 ather

0i[157866278 LrmjF13.1000 protein, conserved Leishmania major 011 2 a1 46 50384 8.67 ather

0i[157875554 LrmjF 34.0730 protein, conserved Leishmania major 011 2 38 59 23327 516 ather

0i[157864035 LrmjF 05.0880 protein, conserved Leishmania major 011 1 73 64 22499 9.69 7] 1
0i[157864037 LrmjF 05.0890 protein, conserved Leishmania major 0.10 14 5.4 326 209792 663 ather

0i[157869397 LrmjF 22.0990 protein, conserved Leishmania major 0.10 12 4.2 345 139831 6.25 ather

Qi[157873225 LmjF31.1400 h protein, consered Leishmania major 010 ] 57 AAN| 138930 642 ather

Qi[157872728 LmjF30.2890 h protein, consered Leishmania major 010 5 6.6 149 51188 71 ather

Qi[157868172 LmjF19.0620 h protein, consered Leishmania major 010 5 42 129 81808 563 ather

0i[157868916 LmjF21.0750 h protein, consered Leishmania major 010 5 39 110 78943 792 ather

0i[157875556 LmjF34.0740 h protein, consered Leishmania major 010 4 a1 58 53214 654 ather

0i|157866808 LmjF15.0410 h protein, consered Leishmania major 010 4 5.0 126 78317 619 ather

Qi[157865152 LmjFaog.1110 h protein, consered Leishmania major 010 4 33 B0 51582 913 ather

Qi[157871387 LmjF26.2410 h protein, consered Leishmania major 010 4 24 114 51080 527 ather

Qi[157870426 LmjF25.0110 h protein, consered Leishmania major 010 3 55 94 54238 771 ather

Qi|7079a702 LmjF28.1600 h protein, consered Leishmania major strain Friedlin 010 3 49 a7 77183 887 S 10
Qi[157871095 LmjF26.0830 h protein, consered Leishmania major 010 3 4.4 54 TBEES 654 1]

Qi[157875443 LmjF34.0230 h protein, consered Leishmania major 010 3 4.2 a4 81984 545 ather

0i[157864968 LmjF048.0200 h protein, consered Leishmania major 010 3 32 54 54963 503 ather

Qi[157864214 LmjF06.0490 h protein, consered Leishmania major 010 2 58 59 54672 a4 ather

Qi[157872542 LmjF30.2070 h protein, consered Leishmania major 010 2 48 51 24958 555 ather

Qi|70805707 LmjF35.1210 h protein, consered Leishmania major strain Friedlin 010 2 4.6 B8 24884 643 S 1
Qi[157873031 LmjF31.0480 h protein, consered Leishmania major 010 2 4.2 70 52703 9.06 secreted

0i|70306036 LmjF35.4510 h protein, consered Leishmania major strain Friedlin 010 1 52 54 25862 9.05 1] 1
Qi[157876544 LmjF36.0480 protein, conserved Leishmania major 010 1 36 33 26313 492 secreted

gi[157875544 LmjF34.0690 protein, conserved Leishmania major 0.08 30 4.2 525 358366 454 ather

gi[1578681738 LmjF19.0650 protein, conserved Leishmania major 0.08 9 43 188 205314 550 ather

0i[157868930 LmjF21.0820 protein, conserved Leishmania major 0.08 T 53 204 150440 542 ather

0i[157866730 LmjF15.0320 protein, conserved Leishmania major 0.08 T 51 1499 84374 7.33 4
0i[157873908 LmjF32.1370 protein, conserved Leishmania major 0.08 i} 4.4 1567 86464 563 ather

ail157873658 LmjF32.0210 protein, conserved Leishmania major 0.08 i} 34 218 GOBES 67 ather

0il157864701 LmjF08.0300 protein, conserved Leishmania major 0.08 L] a1 100 28806 588 ather

ail157867656 LmjF17.1250 protein, conserved Leishmania major 0.08 L] 4.6 105 117443 761 ather

9il76363608 LmjF04.0050 protein LT.05 Leishmania major strain Friedlin 0.08 L] 31 62 55200 88 ather

ail157865867 LmjF12.0350 protein, conserved Leishmania major 0.08 4 a1 35 60382 7.22 ather
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9il157864454 LmjF07.0470 hypothetical protein, conserved Leishmania major 0.09 4 6.3 99 92071 6.49 secreted =
9il157676848 LmjF 36.1920 hypothetical protein, conserved Leishmania major 0.09 4 4.4 49 56646 5.35 ather
9il157876520 LmjF 36.0360 hypothetical protein, conserved Leishmania major 0.09 4 4.2 139 29756 9.34 A

9il157872551 LmjF30.2110 hypothetical protein, conserved Leishmania major 0.09 4 3.9 a7 58066 7.33 ather
Q157871117 LmjF26.1040 hypothetical protein, conserved Leishmania major 0.09 4 3.6 143 59843 6.64 S =
0il157868262 LmijF19.1010 hypothetical protein, conserved Leishmania major 0.09 4 3.4 69 55358 571 ather
Qil157867544 LmjF17.0640 hypothetical protein, conserved Leishmania major 0.09 3 5.9 51 60790 5.02 ather
Qil157674614 LmjF33.0010 hypothetical protein, conserved Leishmania major 0.09 3 4.5 48 92967 573 ather
Qil157877867 LmjF36.6410 hypothetical protein, conserved Leishmania major 0.09 3 4.3 30 58831 597 secreted =
0il157867099 LmijF16.0260 hypothetical protein, conserved Leishmania major 0.09 3 4.2 75 56527 5.46 ather
ail157867811 LmijF18.0530 hypothetical protein, conserved Leishmania major 0.09 3 3.8 102 56825 4.7 ather
gil70799992 LimF 27.0870 hypathetical pratein, conserved Leishrania major strain Friedlin 0.09 3 36 B4 85382 5.84 other
gi[157864348 LmjF06.1120 hypathetical pratein, conserved Leishrania major 0.09 3 36 49 29994 6.3 ] #
gil157871137 LimF26.1140 hypathetical pratein, conserved Leishrania major 0.09 3 3.2 72 60389 716 M
gil157872454 LimjF30.1680 hypathetical pratein, conserved Leishrania major 0.09 2 T8 38 27862 879 other
gil157872670 LimjF 30.2660 hypathetical pratein, conserved Leishrania major 0.09 2 5.0 57 56782 973

0il 157869231 LinjF22.0140 hypothetical protein, conserved Leishmania major 0.09 2 47 56 59303 878 secreted %
0i|157865096 LmjF09.0820 hypothetical protein, conserved Leishmania major 0.09 2 47 33 57638 6.53 B %
0i|157869646 LnjF 23.0500 hypothetical protein, conserved Leishmania major 0.09 2 46 65 29376 6.89 B %
0il157874808 LimjF 33.0730 hypothetical protein, conserved Leishmania major 0.09 2 43 44 59333 758 other
0i|157875066 LinjF33.1790 hypothetical protein, conserved Leishmania major 0.09 2 40 28 28694 6.24 other
0il70800110 LimjF27.2010 hypothetical protein, conserved Leishmania major strain Friedlin 0.09 2 40 27 28173 6.08 other
0i|157867496 LimjF17.0480 hypothetical protein, unknown function Leishmania major 0.09 2 35 53 60491 7.29 other
0i|2978455 LrnjF01.0060 hypothetical protein, conserved Leishmania major strain Friedlin 0.09 1 5.2 45 27863 8.88 1]

0il70906016 LnjF 35.4300 hypothetical protein, conserved Leishmania major strain Friedlin 0.09 1 40 51 28336 9.48 secreted %
0il157868703 LnjF 20.1500 hypothetical protein, conserved Leishmania major 0.08 10 EX] 378 101437 6.15 other
0il157868273 LrnjF19.1060 hypothetical protein, conserved Leishmania major 0.08 9 3.4 129 131635 6.82 1]
0il157877060 LnjF 36.2840 hypothetical protein, conserved Leishmania major 0.08 ] 4. 306 126593 5.42 other
0i157877458 LnjF 36.4620 hypothetical protein, conserved Leishmania major 0.08 ] 38 123 134363 6.33

0il76363709 LinjF04.0550 hypothetical protein L2969.01 Leishmania major strain Friedlin 0.08 ] 37 180 169042 5.97 other
0i|157867069 LrnjF16.0110 hypothetical protein, conserved Leishmania major 0.08 3 a7 65 95352 8.93 other
0il70799572 LimjF29.0380 hypothetical protein, conserved Leishmania major strain Friedlin 0.08 3 45 95 104683 564 other
0i|157679059 LimjF03.0640 hypothetical protein, conserved Leishmania major 0.08 3 42 66 67653 6.43 1]
0i|157869696 LimjF 23.0640 hypothetical protein, conserved Leishmania major 0.08 3 36 190 63257 6.03 5 %
0il157670514 LimjF 25.0540 hypothetical protein, conserved Leishmania major 0.08 5 71 72 32407 951 other
0i|70799577 LimjF29.0430 protein, conserved Leishmania major strain Friedlin 0.08 5 5.9 120 65348 a.18 other
0il70800097 LinjF27.1895 protein, conserved Leishmania major strain Friedlin 0.08 5 35 178 133011 6.68 ather
0il71746052 LinjF02.0460 protein, conserved Leishmania major 0.08 5 27 50 32717 8.81 ather
0i|157867638 LinjF17.1160 protein, conserved Leishmania major 0.08 4 5.1 121 69507 5.34 ather

0i|157 866206 LnjF13.0650 protein, conserved Leishmania major 0.08 4 38 141 G636 5.36 A
0i157877154 LinjF 36.3280 protein, conserved Leishmania major 0.08 4 38 124 132063 6.18 7]
0i157877003 LrmjF 36.2640 protein, conserved Leishmania major 0.08 4 38 64 62104 a.09 ather
i[157676614 LrmjF 36.0800 protein, conserved Leishmania major 0.08 4 EXd 46 63952 6.45 secreted x
0i[157670462 LrmjF 25.0290 protein, conserved Leishmania major 0.08 4 36 108 62563 a.03 ather
0i[157870454 LrmjF 25.0250 protein, conserved Leishmania major 0.08 4 36 103 96310 5.84 ather
0i157874093 LrmjF33.1910 protein, conserved Leishmania major 0.08 4 3.4 77 65491 45 ather
0i|70905922 LrmjF 35.3380 protein, conserved Leishmania major sirain Friedlin 0.08 3 [ 56 62115 .41 ather
0i[157873258 LrmjF 31.1550 protein, conserved Leishmania major 0.08 3 57 88 312139 9.42 ather
0i[157864087 LrmjF05.1130 protein, conserved Leishmania major 0.08 3 55 96 62912 6.65 ather
0i[76363647 LrmjF04.0240 protein L302.07 Leishmania major sirain Friedlin 0.08 3 55 79 32282 7.05 ather
0i|70799753 LrmjF29.2120 protein, conserved Leishmania major sirain Friedlin 0.08 3 a7 29 32130 6.95 ather
0i157871884 LrmjF 26.2090 protein, conserved Leishmania major 0.08 3 45 54 69637 5.88 ather
0i[157871938 LrmjF 26.2330 protein, conserved Leishmania major 0.08 3 45 78 99381 6.55

0i[157875854 LrmjF 34.2020 protein, conserved Leishmania major 0.08 3 40 104 69253 8.8 ather
Qi|76363818 LmjF04.1080 h protein L8032 10 Leishmania major 0.08 3 35 L] 47252 539 ather
Qi|70799817 LmjF29.2780 h protein, consered Leishmania major strain Friedlin 0.08 3 35 93 65295 547 ather
0i[157864344 LmjF06&.1100 h protein, consered Leishmania major 0.08 3 33 105 32780 101 ]
Qi[157872187 LmjF30.0520 h protein, consered Leishmania major 0.08 3 33 71 100103 6.05 ather
Qi[157875473 LmjF34.0380 h protein, unknown function Leishmania major 0.08 3 31 89 62245 651 secreted *
0i[157868192 LmjF19.0720 h protein, consered Leishmania major 0.08 3 30 40 34040 533 ather
0i[157864833 LmjF08.0880 h protein, consered Leishmania major 0.08 3 28 41 63380 48 ather
Qi[157866473 LmjF14.0290 h protein, consered Leishmania major 0.08 2 84 96 30376 683 ather
Qi[157864162 LmjF06.0250 h protein, consered Leishmania major 0.08 2 86 71 30925 534 ather
Qi[157873075 LmjF31.0680 h protein, consered Leishmania major 0.08 2 6.7 39 30749 a1l ather
Qi[157864118 LmjF06.0040 h protein, consered Leishmania major 0.08 2 58 B3 33382 788

Qi[157870766 LmjF25.1740 h protein, consered Leishmania major 0.08 2 55 86 32140 11.32 1]
0i[157869062 LmjF21.1300 h protein, consered Leishmania major 0.08 2 41 76 62731 a1 ather
0i[157879085 LmjF03.0780 h protein, consered Leishmania major 0.08 2 41 46 34238 775

Qi[157870335 LmjF24.2000 h protein, consered Leishmania major 0.08 2 34 75 65383 725 ather
Qi[157876037 LmjF34.2790 h protein, consered Leishmania major 0.08 2 38 46 67251 a7 ather
ail157871181 LmjF26.1380 h protein, consered Leishmania major 0.08 2 33 46 BSBEE 77 ather
0i[157866493 LmjF14.0390 h protein, consered Leishmania major 0.08 2 30 51 33583 636 ather
Qi|70733606 LmjF28.0720 protein, conserved Leishmania major strain Friedlin 0.08 2 24 31 30401 77 ather
Qi[157867211 LmjF16.0810 protein, conserved Leishmania major 0.08 2 28 61 67188 728

0i|70305605 LmjF35.0150 protein, conserved Leishmania major strain Friedlin 0.08 2 28 36 31538 101 s *
0i|70305808 LmjF35.2230 protein, conserved Leishmania major strain Friedlin 0.08 1 82 31 33562 437 1]
Qi[157874784 LmjF33.0620 protein, conserved Leishmania major 0.08 1 53 53 33866 465 secreted *
0i[157864725 LmjF08.0420 protein, conserved Leishmania major 0.07 9 34 158 200783 566 ather
ail157873642 LmjF32.0140 protein, conserved Leishmania major 0.07 T 23 176 112405 677 ather
9il70733996 LmjF27.0810 protein, conserved Leishmania major strain Friedlin 0.07 i} 6.4 148 121214 588 ather
ail157866186 LmjF13.0550 protein, conserved Leishmania major 0.07 i} 31 140 72048 523 ather
0il157868933 LmjF24.0330 protein, conserved Leishmania major 0.07 i} 27 122 118835 475 1]
ail157866023 LmijF12.1120 protein, conserved Leishmania major 0.07 i} 26 38 145151 7.95 ather

C JTdV [, AdVININATddNS



TOC

Qil157675219 LmjF33.2510 hypothetical protein, conserved Leishmania major 0.07 3 4.4 132 75485 9.2 ather
Qil157877367 LmjF36.4210 hypothetical protein, conserved Leishmania major 0.07 3 4.0 155 106996 6.11 ather
9il157868593 LmjF20.0970 hypothetical protein, conserved Leishmania major 0.07 3 3.3 113 39473 5.39 ather
0il157869395 LmjF22.0980 hypothetical protein, conserved Leishmania major 0.07 3 3.4 215 75928 6.01 ather
0il157868094 LmijF19.0230 hypothetical protein, conserved Leishmania major 0.07 3 2.9 135 77290 6.53 ather
Qil70799742 LmjF29.2010 hypothetical protein, conserved Leishmania major strain Friedlin 0.07 3 2.7 92 T84T 9.8 M
Qil157879120 LmjF03.0930 hypothetical protein LitJ_0250 Leishmania major 0.07 4 8.0 a7 77051 5.69 M
Qil157674068 LmjF32.2070 hypothetical protein, conserved Leishmania major 0.07 4 6.0 92 35955 6.1 ather
Qil157675626 LmjF34.1050 hypothetical protein, conserved Leishmania major 0.07 4 5.4 a7 78928 6.31 ather
Qil70799795 LmjF29.2540 hypothetical protein, conserved Leishmania major strain Friedlin 0.07 4 4.1 62 70287 5.94 ather
Qil157672497 LmjF30.1900 hypothetical protein, conserved Leishmania major 0.07 4 3.9 108 108083 6.37 ather
gi[157864242 LimF06.0620 hypathetical pratein, conserved Leishrania major 0.07 4 35 118 113368 6.07 other
gil157869770 LmjF23.1010 hypathetical pratein, conserved Leishrania major 0.07 4 28 e 114814 9.08 other
gil157872603 LimjF30.2330 hypothetical protein, unknown function Leishrania major 0.07 4 2.1 34 37672 5.45 other
gil157869898 LimF23.1750 hypathetical pratein, conserved Leishrania major 0.07 3 8.3 34 37617 9.27 M
gil157874172 LimjF32.2540 hypathetical pratein, conserved Leishrania major 0.07 3 74 76 75675 594 other
0i|157673088 LinjF31.0740 hypothetical protein, conserved Leishmania major 0.07 3 56 73 35816 5.66 other
0i157877138 LnjF 36.3160 hypothetical protein, conserved Leishmania major 0.07 3 48 89 37536 6.46 other
0i|157867353 LnjF16.1480 hypothetical protein, conserved Leishmania major 0.07 3 47 161 71230 792 A
0i|70905979 LimjF 35.3840 hypothetical protein, conserved Leishmania major strain Friedlin 0.07 3 46 86 73157 9.15 other
0i|157864588 LinjF07.0830 hypothetical protein, conserved Leishmania major 0.07 3 30 61 37333 4.55 secreted
0il157868790 LrnjF21.0140 hypothetical protein, conserved Leishmania major 0.07 3 28 86 73983 6.54 secreted
0il157877533 LnjF 36.4920 hypothetical protein, conserved Leishmania major 0.07 3 25 66 78336 551 other
0i|70905783 LnjF 35.1990 hypothetical protein, conserved Leishmania major strain Friedlin 0.07 3 25 59 116818 8.68 other
0il157865505 LrnjF10.1240 hypothetical protein, conserved Leishmania major 0.07 3 25 26 36443 5.84 other
0i| 157874951 LrnjF 33.1250 hypothetical protein, conserved Leishmania major 0.07 2 5.7 119 36238 6.3
0i|157875036 LrnjF 33.1590 hypothetical protein, conserved Leishmania major 0.07 2 5.5 34 36515 9.04 A
0il157867057 LnjF16.0050 hypothetical protein, conserved Leishmania major 0.07 2 4.9 65 74196 916 other
0i|157865688 LrnjF11.0820 hypothetical protein, conserved Leishmania major 0.07 2 [X] 87 37463 5.55 other
0i|157869692 LrnjF 23.0620 hypothetical protein, conserved Leishmania major 0.07 2 40 63 76302 9.39 other
0il157870247 LimjF24.1570 hypothetical protein, conserved Leishmania major 0.07 2 38 87 72817 6.16 other
0il157874635 LrnjF 33.0110 hypothetical protein, conserved Leishmania major 0.07 2 3.4 80 39304 8.88 other
0il157868033 LrnjF16.1610 hypothetical protein, conserved Leishmania major 0.07 2 EX] 45 73330 9.21 other
0i|70905731 LinjF 35.1460 hypothetical protein, conserved Leishmania major strain Friedlin 0.07 2 30 82 36307 a.19 other
0i157671848 LnjF 26.1910 hypothetical protein, conserved Leishmania major 0.07 2 30 40 73017 464 other
0i| 157867606 LrnjF17.1000 protein, conserved Leishmania major 0.07 2 249 59 78493 5.06 7]

0i| 157869521 LinjF 221610 protein, conserved Leishmania major 0.07 2 28 56 77343 8.74 ather
0il157873740 LinjF 32.0590 protein, conserved Leishmania major 0.07 2 28 31 36917 10.02 ather
0i|157870548 LimjF25.0710 protein, conserved Leishmania major 0.07 2 1.9 44 39465 8.83 ather
0i|157869876 LinjF23.1420 protein, conserved Leishmania major 0.07 1 44 51 38079 .19 A
0i|157868639 LinjF20.1430 protein, conserved Leishmania major 0.07 1 3.2 74 37733 6.59 5
0i[157867869 LrmjF16.0820 protein, conserved Leishmania major 0.06 13 35 298 292542 6.39 ather
0i[157868934 LrmjF21.0825 protein, conserved Leishmania major 0.06 12 28 278 349098 4.95 secreted
0i|70799548 LmjF29.0110 protein, conserved Leishmania major sirain Friedlin 0.06 1 38 243 340221 5.34 ather
0i[157864841 LrmjF 08.1000 protein, conserved Leishmania major 0.06 7 28 84 266605 6.68 ather
0i157872471 LrmjF 30.1760 protein, conserved Leishmania major 0.06 [ 2.2 160 210218 9.2 ather
0i[157865357 Lrmjf10.0530 protein, conserved Leishmania major 0.06 [ 2.2 93 125119 5.08 ather
0i|2131001 LrmjF 36.6485 protein Leishmania mexicana 0.06 5 5.0 33 45385 11.09 ather
0i|70799689 LrmjF29.1490 protein, conserved Leishmania major sirain Friedlin 0.06 5 3.2 115 133204 6.51 ather
0i[157875511 LrmjF 34.0540 protein, conserved Leishmania major 0.06 4 8.7 144 42195 6.15 ather
0i157867602 LrmjF17.0980 protein, conserved Leishmania major 0.06 4 3.9 7 84219 577 ather
0i[157866116 Lrmjf13.0200 protein, unknown function Leishmania major 0.06 4 38 101 83385 8.02 ather
0i[157875904 LrmjF 34.2240 protein, conserved Leishmania major 0.06 4 25 126 132915 553 ather
0i157864538 LrmjF07.0720 protein, conserved Leishmania major 0.06 4 21 91 136370 483 ather
Qi|70306071 LmjF35.4880 h protein, consered Leishmania major strain Friedlin 0.06 4 18 a3 42871 a18 ather
0i[157869237 LmjF22.0170 h protein, consered Leishmania major 0.06 4 1.7 124 131157 827 ather
Q70793711 LmjF29.1690 h protein, consered Leishmania major strain Friedlin 0.06 3 71 38 40048 714 ather
0i[157870359 LmjF24.2120 h protein, consered Leishmania major 0.06 3 47 a3 132144 7.63 ather
0i[157864826 LmjFa7.1110 h protein, consered Leishmania major 0.06 3 44 76 40783 828
0i[157871319 LmjF26.2030 h protein, consered Leishmania major 0.06 3 35 43 84481 513 ather
Qi[157877759 LmjF36.5310 h protein, consered Leishmania major 0.06 3 32 T4 41453 534 ather
0i[3002480 LmjFo1.0740 h protein, consered Leishmania major strain Friedlin 0.06 3 24 71 81938 699 ather
0i[157863859 LmjF05.0050 h protein, consered Leishmania major 0.06 3 26 101 94630 585 ather
0i|70799938 LmjF27.0310 h protein, consered Leishmania major strain Friedlin 0.06 3 26 a2 135996 520 ather
0i[157868487 LmjF20.0380 h protein, unknown function Leishmania major 0.06 3 2.4 123 45202 581 secreted
Qi[157864820 LmjFa7.1080 h protein, consered Leishmania major 0.06 3 2.4 100 92088 652 ather
Qi[157871087 LmjF26.0840 h protein, consered Leishmania major 0.06 3 23 50 92784 943 ather
0i|70805930 LmjF35 3480 h protein, consered Leishmania major strain Friedlin 0.06 3 2.2 a5 42018 561 ather
Qi[157874837 LmjF33.0120 h protein, consered Leishmania major 0.06 3 2.2 el 40952 62 ather
Qi|7B363742 LmjF04.0710 h protein L483013 Leishmania major 0.06 3 20 54 86453 636 ather
Qi[157868194 LmjF19.0730 h protein, consered Leishmania major 0.06 2 57 36 44284 643 ather
0i|70799828 LmjF28.2870 h protein, consered Leishmania major strain Friedlin 0.06 2 4.4 26 42915 670 secreted
gi[157867063 LmjF16.0080 protein, conserved Leishmania major 0.06 2 43 a8 83483 522 ather
Qi|70305744 LmjF35.1600 protein, conserved Leishmania major strain Friedlin 0.06 2 36 42 85147 518 ather
Qi[157871217 LmjF26.1540 protein, conserved Leishmania major 0.06 2 35 47 43202 88 secreted
0il157870281 LmjF24.1740 protein, conserved Leishmania major 0.06 2 33 59 41234 Evi) 1]
Qi[157874257 LmjF32.2820 protein, conserved Leishmania major 0.06 2 30 20 80975 850 s
0i[1578772583 LmjF36.3890 protein, conserved Leishmania major 0.06 2 30 65 43552 547 1]
gil70739634 LmjF23.0840 protein, conserved Leishmania major strain Friedlin 0.06 2 28 64 88265 59 ather
9il1578703383 LmjF24.2240 protein, conserved Leishmania major 0.06 2 27 129 41288 804
9il157873061 LmjF31.0620 protein, conserved Leishmania major 0.06 2 27 62 88835 924 ather
ail157868796 LmjF21.0170 protein, conserved Leishmania major 0.06 2 25 50 84263 670 ather
gil157871962 LmjF28.2450 protein, conserved Leishmania major 0.06 2 25 49 87774 602
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9il157670209 LmjF24.1380 hypothetical protein, conserved Leishmania major 0.06 2 2.3 60 44600 ] ather
Qil157671443 LmjF 26.2640 hypothetical protein, conserved Leishmania major 0.06 2 2.3 35 42096 5.49 secreted
0il157869658 LmjF23.0547 hypothetical protein, conserved Leishmania major 0.06 2 2.3 26 91445 5.28 ather
9il70905976 LmjF 35.3920 hypothetical protein, conserved Leishmania major strain Friedlin 0.06 2 2.2 71 92405 8.23 ather
9il70906020 LmjF35.4340 hypothetical protein, conserved Leishmania major strain Friedlin 0.06 2 2.0 58 39930 77 ather
Qil157869176 LmijF21.1750 hypothetical protein, conserved Leishmania major 0.06 2 1.8 46 45143 5.25 ather
0il15786481% LmjF08.0870 hypothetical protein, unknown function Leishmania major 0.06 2 1.8 39 45316 5.54 ather
Qil7E363772 LmjF04.0860 hypothetical fransmembrane protein L5683.03 Leishmania major 0.06 2 1.7 34 45925 111 ather
Qil157674979 LmjF33.1370 hypothetical protein, conserved Leishmania major 0.06 2 1.6 46 44973 9.64 ather
Qil157678997 LmjF03.0340 hypothetical protein, conserved Leishmania major 0.06 2 1.6 28 42017 8.26

9il70799935 LmjF27.0200 hypothetical protein, conserved Leishmania major strain Friedlin 0.06 1 4.7 49 40859 5.24 ather
gil157871283 LimjF 26.1850 hypathetical pratein, conserved Leishrania major 0.06 1 2.2 35 45624 9.21 A
gil70789752 LimjF28.2110 hypathetical pratein, conserved Leishrania major strain Friedlin 0.05 10 2.3 229 193313 6.51 other
gil157865936 LimjF11.0070 hypathetical pratein, conserved Leishrania major 0.05 9 20 210 149348 513 other
gil157869463 LimjF22.1320 hypothetical protein, unknown function Leishrania major 0.05 T 30 183 228882 487 M
gil157870019 LimjF24.0430 hypothetical protein, unknown function Leishrania major 0.05 T 1.4 47 159162 8.56 other
0il70800089 LinjF27.1620 hypothetical protein, unknown function Leishmania major strain Friedlin 0.05 5 23 150 244089 5.05 other
0il70905800 LimjF 35.2150 hypothetical protein, conserved Leishmania major strain Friedlin 0.05 4 6.8 200 48636 9.42 B
0il157868210 LrnjF19.0810 hypothetical protein, conserved; yps53-like domain protein Leishmania major 0.05 4 5.1 167 96945 553 other
0il70799724 LnjF29.1520 hypothetical protein, conserved Leishmania major strain Friedlin 0.05 4 47 101 52380 8.83 other
0il157874333 LinjF32.3190 hypothetical protein, conserved Leishmania major 0.05 4 33 78 112074 6.41 other
0il157873593 LrnjF31.3110 hypothetical protein, conserved Leishmania major 0.05 4 EX] 92 96606 8.08 other
0i157670814 LnjF 25.1980 hypothetical protein, conserved Leishmania major 0.05 4 28 76 157089 976

0il157872597 LimjF30.2310 hypothetical protein, conserved Leishmania major 0.05 4 2. 143 53051 8.65 1]

0i| 157868701 LrnjF20.1490 hypothetical protein, conserved Leishmania major 0.05 4 21 86 103679 6.52 other
0il157877380 LnjF 36.4270 hypothetical protein, conserved Leishmania major 0.05 4 1.7 48 172369 5.42 other
0i|70906083 LimjF 35.5020 hypothetical protein, conserved Leishmania major strain Friedlin 0.05 3 40 91 95116 56 other
0i157874775 LrmjF 33.0590 hypothetical protein, conserved Leishmania major 0.05 3 3.2 117 101433 5.56 other
0il157870444 LmjF 25.0200 hypothetical protein, conserved Leishmania major 0.05 3 29 105 153118 7.03 other
0i157677438 LmjF 36.4520 hypothetical protein, conserved Leishmania major 0.05 3 28 65 114766 764 other
0i|157872066 LmjF 26.2960 hypothetical protein, conserved Leishmania major 0.05 3 27 109 48669 8.02 secreted
0i|157868745 LnjF 20.1580 hypothetical protein, conserved Leishmania major 0.05 3 27 96 115689 562 other
0il71745908 LinjF02.0080 hypothetical protein, conserved Leishmania major 0.05 3 27 56 1084325 5.83 other
0il157877500 LnjF 36.4820 hypothetical protein, conserved Leishmania major 0.05 3 26 90 55911 8.83 other
0il157875223 LimjF 33.2530 hypothetical protein, conserved Leishmania major 0.05 3 26 85 145416 a17 other
0i157673474 LinjF31.2590 protein, conserved Leishmania major 0.05 3 25 103 104338 58 secreted
0i157874458 LinjF 32.3860 protein, conserved Leishmania major 0.05 3 2.4 52 102976 6.62 ather

il 157877021 LinjF 36.2720 protein, consered; transporting-like protein Leishmania major 0.05 3 21 105 103185 4.92 ather
0il 157874651 LinjF 33.0190 protein, conserved Leishmania major 0.05 3 1.9 81 56385 6.09 ather
0i157871133 LinjF 26.1120 protein, conserved Leishmania major 0.05 3 1.7 44 50334 .91 ather
0i|70905795 LimjF35.2110 protein, conserved Leishmania major strain Friedlin 0.05 3 15 56 50093 6.65 ather
0i[157875590 LrmjF 34.0880 protein, conserved Leishmania major 0.05 3 1.4 57 100224 6.16 ather
0i[157864143 LrmjF 06.0160 protein, conserved Leishmania major 0.05 2 6.2 35 53111 6.68 ather
0i[157876762 LrmjF 36.1520 protein, conserved; NIMA-related protein kinase, putative Leishmania major 0.05 2 a7 36 57081 6.65 ather
0i[157870742 LrmjF 25.1640 protein, conserved Leishmania major 0.05 2 4.2 37 53747 4.96 7]
0i[157872363 LrmjF 30.1380 protein, conserved Leishmania major 0.05 2 a1 25 55955 6.4 ather
0i157871908 LrmjF 26.2200 protein, conserved Leishmania major 0.05 2 3.4 45 107735 735

0i[157877250 LrmjF 36.3710 protein, conserved Leishmania major 0.05 2 33 93 50092 573 ather
0i[157869431 LrmjF 22.1180 protein, conserved Leishmania major 0.05 2 33 35 49935 763 ather
0i[157877530 LrmjF 36.4960 protein, unknown function Leishmania major 0.05 2 26 103 106383 5.45 ather
0i[157868513 LrmjF 20.0510 protein, conserved Leishmania major 0.05 2 23 43 50318 10.01 7]
0i[157871077 LrmjF 26.0840 protein, conserved Leishmania major 0.05 2 2.2 50 100858 4.98 secreted
0i157867313 LrmjF 16.1300 protein, conserved Leishmania major 0.05 2 21 55 104614 6.65 ather
0il71746130 LrmjF 02.0680 protein, conserved Leishmania major 0.05 2 1.9 43 102451 77 7]
Qi[157875552 LmjF34.0720 h ical protein, conserved Leishmania major 0.05 2 1.6 81 51895 862 ]
Qi[157876682 LmjF36.1130 h ical protein, unknown function Leishmania major 0.05 1 51 45 49686 563 ather
Qi[157872452 LmjF30.1670 h ical protein, conserved Leishmania major 0.05 1 4.0 30 49627 598 ]
Qi|7BIB3IEST LmjF04.0290 nuclear receptor hinding factor Leishmania major strain Friedlin 0.05 1 36 T4 50512 928 ]
Qi[157876536 LmjF36.0440 h ical protein, conserved Leishmania major 0.05 1 31 50 52988 598 secreted
Qi[157870638 LmjF25.1140 h protein, unknown function Leishmania major 0.05 1 249 44 56881 664 ather
0i[157864750 h protein, unknown function Leishmania major 0.05 1 15 27 50822 582 secreted np
9i|703805610 LmjF35.0200 h protein, consered Leishmania major strain Friedlin 0.04 T 27 158 240331 58 ather
Qi|70799804 LmjF28.2630 h protein, consered Leishmania major strain Friedlin 0.04 ] 2.4 292 132408 470 secreted
gi[157870153 LmjF24.1140 h protein, consered Leishmania major 0.04 5 26 50 61431 992 ather
0i[157864258 LmjF06.0690 h protein, consered Leishmania major 0.04 5 20 150 256278 855 secreted
Qi[157867143 LmjF16.0510 h protein, consered Leishmania major 0.04 4 30 39 128081 628 ather
Qi[157871373 LmjF26.2300 h protein, consered Leishmania major 0.04 4 15 36 138341 518 ather
0i[157865821 LmjF12.0120 h protein, consered Leishmania major 0.04 4 11 40 142186 531 ather
Qi[157873424 LmjF31.2380 h protein, consered Leishmania major 0.04 3 28 45 58484 585 ather
Qi|70799953 LmjF27.0480 h protein, consered Leishmania major strain Friedlin 0.04 3 27 166 B5096 503 ather
Qi[157871888 LmjF28.1110 h protein, consered Leishmania major 0.04 3 27 26 BA5T3 6.07 ather
Qi[157867827 LmjF18.0600 h protein, consered Leishmania major 0.04 3 2.4 163 69243 768 ather
gi[157867873 LmjF18.0870 protein, conserved Leishmania major 0.04 3 21 249 57965 a.07 secreted
gi[1578677381 LmjF18.0380 protein, conserved Leishmania major 0.04 3 21 53 127188 508 ather
gi[157868547 LmjF20.0690 protein, conserved Leishmania major 0.04 3 1.7 75 141047 6.05 ather
gi[157870654 LmjF25.1220 protein, conserved Leishmania major 0.04 3 1.6 43 66710 677 ather
0i[157869273 LmjF22.0380 protein, conserved Leishmania major 0.04 3 1.6 i} 139464 566

Qi[157872241 LmjF30.0760 protein, conserved Leishmania major 0.04 3 1.6 27 117834 676 ather
ail157873247 LmjF31.1510 protein, conserved Leishmania major 0.04 3 1.3 a4 181820 662 ather
gil157870818 LmjF25.2000 protein, conserved Leishmania major 0.04 3 1.3 76 1467385 647 ather
0il157874088 LmjF32.2160 protein, conserved Leishmania major 0.04 3 11 35 142031 6.35 ather
9il70305735 LmjF35.1510 protein, conserved Leishmania major strain Friedlin 0.04 2 43 66 64980 864 ather
ail157871427 LmjF 26.2560 protein, conserved Leishmania major 0.04 2 37 33 59764 567 ather
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i[157877448 LrmjF 36.4560 protein, conserved Leishmania major 0.04 2 33 36 626410 6.55 ather
0i[157868511 LrmjF 20.0500 protein, conserved Leishmania major 0.04 2 EX] 39 599532 6.69 ather
0il157867470 LinjF17.0350 protein, conserved Leishmania major 0.04 2 25 90 66732 76 ather
0i|157865642 LnjF11.0600 hypothetical protein, conserved Leishmania major 0.04 2 25 35 64353 8.58 other
0i|157876659 LnjF 36.1020 hypothetical protein, conserved Leishmania major 0.04 2 2.4 33 60473 a.08 %
0i|157867335 LnjF16.1360 hypothetical protein, conserved Leishmania major 0.04 2 23 124 66377 7.03 B %
0i157877798 LnjF 36.6100 hypothetical protein, conserved Leishmania major 0.04 2 23 52 62039 5.84 other
gil157869908 LimjF23.1450 hypathetical pratein, conserved Leishrania major 0.04 2 2.2 54 59535 598 other
gil157868023 LimjF18.1560 hypathetical pratein, conserved Leishrania major 0.04 2 2.1 53 G967 533 other
Qil157864179 LmjF06.0330 hypothetical protein, conserved Leishmania major 0.04 2 21 51 130069 6.58 ather
9il157673245 LmjF31.1500 hypothetical protein, conserved Leishmania major 0.04 2 21 48 120776 7.92 ather
gil157876013 LmjF 34,2680 hypothetical protein, conserved Leishmania major 0.04 2 2.0 a4 52617 6.03 ather
9il157870261 LmjF24.1640 hypothetical protein, conserved Leishmania major 0.04 2 1.9 39 65195 8.29 ather
9il157875588 LmjF24.0870 hypothetical protein, conserved Leishmania major 0.04 2 1.8 a7 60738 618 ather
0il70793948 LmjF27.0440 protein, conserved Leishmania major strain Friedlin 0.04 2 18 58 61781 688 ather
0il157868043 LmjF21.1240 protein, conserved Leishmania major 0.04 2 18 57 140221 577 ather
0i[157864936 LmjF03.0340 protein, conserved Leishmania major 0.04 2 18 53 116011 836 ather
0i|70305658 LmjF35.0710 protein, conserved Leishmania major strain Friedlin 0.04 2 1.7 56 GOBTS 867 ather
0i[157867893 LmjF18.0840 h protein, consered Leishmania major 0.04 2 1.6 40 140878 855 ather
Qi[157874131 LmjF32.2350 h protein, consered Leishmania major 0.04 2 1.6 38 61122 554 secreted *
0i[157868814 LmjF21.0260 h protein, consered Leishmania major 0.04 2 15 41 67182 ar7a ather
Qi[157877554 LmjF36.5080 h protein, consered Leishmania major 0.04 2 1.4 33 68501 853 ather
0i|70905895 LrmjF35.3110 protein, conserved Leishmania major sirain Friedlin 0.04 2 13 45 G094 5.59 A
0i[157864663 LrmjF08.0110 protein, unknown function Leishmania major 0.04 2 1.2 39 69123 578 ather
0i|157872169 LinjF 30.0430 protein, conserved Leishmania major 0.04 1 EX] 35 62087 .45 x
0i|157876600 LimjF 36.0730 hypothetical protein, conserved Leishmania major 0.04 1 27 91 61792 8.69 secreted %
0i|157865815 LrnjF12.0090 hypothetical protein, conserved Leishmania major 0.04 1 21 39 63186 717 secreted %
ail1 57865060 LmiF09.0640 Zine finger DHHC domain containing fransmembrane protein, putaive, Leishmania major 004 1 1.8 28 57557 931 A

protein, conserved
gi[157876214 LmjF34.3620 protein, conserved Leishmania major 0.04 1 1.6 349 63756 7.04 A
gi[157867785 LmjF18.0400 protein, conserved Leishmania major 0.04 1 1.6 a7 62078 a7 s *
Qi[157877488 LmjF36.4760 h protein, consered Leishmania major 0.04 1 15 50 71931 844 secreted *
9i|70800018 LmjF27.1100 h protein, consered Leishmania major strain Friedlin 0.04 1 1.4 46 BA306 725
0i[157864830 LmjFa7.1130 h protein, consered Leishmania major 0.04 1 1.4 38 64618 611 S *
0i[157871958 LmjF28 2440 h protein, consered Leishmania major 0.04 1 1.3 36 T2084 ] secreted *
0i| 157867031 LrmjF16.0170 protein, conserved Leishmania major 0.03 13 13 181 489398 8.93
0i[157867205 LrmjF16.0780 protein, conserved Leishmania major 0.03 12 21 310 607394 8.21 ather
0il 157867321 LinjF16.1340 protein, conserved Leishmania major 0.03 3 1.9 124 403925 8.8 secreted x
0il157876133 LimjF34.3230 hypothetical protein, conserved Leishmania major 0.03 3 18 63 245328 6.43 other
0il157673422 LrmjF31.2350 hypothetical protein, conserved Leishmania major 0.03 3 16 275 171228 6.05 other
il 157871271 LnjF 26.1790 hypothetical protein, conserved Leishmania major 0.03 5 16 111 293684 6.25 1]
0il157879110 LimjF03.0880 hypothetical protein, conserved Leishmania major 0.03 5 1.0 116 206339 .49 other
gi[157876812 LimF36.1740 hypathetical pratein, conserved Leishrania major 0.03 5 1.0 102 196468 8.41 M
gil157874790 LimjF 33.0650 hypathetical pratein, conserved Leishrania major 0.03 4 31 73 154585 5.00 M
9il70800072 LmjF27.1640 hypothetical protein, conserved Leishmania major strain Friedlin 0.03 4 2.0 130 103016 6.2 ather
9il70905730 LmjF35.1450 hypothetical protein, conserved Leishmania major strain Friedlin 0.03 4 1.5 98 345768 514 ather
Qil157867494 LmjF17.0470 hypothetical protein, conserved Leishmania major 0.0% 4 1.1 66 383334 6.63 ather
0il15787299% LmjF32.1750 hypothetical protein, conserved Leishmania major 0.0% 4 0.9 100 8559532 6.7 ather
9il70305740 LmjF35.1560 protein, conserved Leishmania major strain Friedlin 003 4 0.9 28 202452 586 ather
0il157863968 LmjF05.0560 protein, conserved Leishmania major 003 3 19 70 77804 1014
0il157873843 LmjF32.1080 protein, conserved Leishmania major 003 3 18 71 180221 58 ather
0i[157864463 LmjF07.0380 protein, conserved Leishmania major 003 3 18 31 98733 614 ather
0i[157866954 LmjF15.1350 protein, conserved Leishmania major 003 3 1.6 114 TB065 6.30 ather
0i[157869371 LmjF22.0880 h lical protein, unknown function Leishmania major 003 3 1.4 57 150581 714 ather
Qi[157873654 LmjF32.0190 h ical protein, conserved Leishmania major 003 3 1.2 160 82440 552 secreted *
Qi|7B3B3TEZ LmjF04.0810 possible illo hormologu Leishmania major 003 3 1.2 109 TTE2T 9.69 ather
Qi[157877697 LmjF 36 5680 h ical protein, conserved Leishmania major 003 2 4.0 72 78990 759 ather
0i[157867247 LrmjF 16.1000 protein, conserved Leishmania major 0.03 2 EX] 59 89307 6.47 ather
0i|76363748 LrmjF04.0730 protein L4830.11 Leishmania major 0.03 2 EX] 36 82947 a.11 ather
0i1578742786 LinjF 32.2990 protein, conserved Leishmania major 0.03 2 249 35 86112 574 ather
0i|157866027 LinjF12.1110 hypothetical protein, unknown function Leishmania major 0.03 2 20 28 78306 6.96 secreted %
0il157872337 LrnjF30.1230 hypothetical protein, conserved Leishmania major 0.03 2 1.9 102 80269 877 other
0i|157673859 LrnjF32.1140 hypothetical protein, conserved Leishmania major 0.03 2 1.9 99 74934 .59 other
0i| 157866461 LnjF14.0230 hypothetical protein, conserved Leishmania major 0.03 2 16 69 198341 5.58 other
gil157872952 LimjF31.0130 hypothetical protein, unknown function Leishrania major 0.03 2 1.6 35 93053 592 other
gi[157872625 LimjF30.2440 hypathetical pratein, conserved Leishrania major 0.03 2 1.4 149 86059 535 other
0il157863891 LmjF05.0200 hypothetical protein, conserved Leishmania major 0.03 2 1.4 90 58808 578 ather
9il157871550 LmjF28.0470 hypothetical protein, conserved Leishmania major 0.03 2 1.4 62 56939 6.42 secreted =
9il157876830 LmjF 26.1830 hypothetical protein, conserved Leishmania major 0.0% 2 1.4 44 95465 10.57 ather
9il157871289 LmjF26.1880 hypothetical protein, conserved Leishmania major 0.0% 2 1.4 38 82912 5.65 ather
ail157877334 LmjF 364060 protein, conserved Leishmania major 003 2 1.4 37 74970 612 ather
0il1578737598 LmjF32.0850 protein, conserved Leishmania major 003 2 1.4 25 829337 627 ather
gil157870313 LmjF24.1300 protein, conserved Leishmania major 003 2 1.3 a1 89052 531 ather
0i[157865415 LmjF10.0810 protein, conserved Leishmania major 003 2 1.3 41 194205 577 ather
Qi[157867438 LmjF17.0130 h protein, unknown function Leishmania major 003 2 1.2 52 93971 658 secreted *
0i|157868800 LmjF21.0190 h protein, consered Leishmania major 003 2 1.2 35 79280 613
Qi[157875151 LmjF33.2190 h protein, unknown function Leishmania major 003 2 1.0 26 82450 6.06 ather
Qi|71746090 LmjF02.0580 h protein, unknown function Leishmania major 003 2 08 73 88865 a8 ]
0i[157869993 LrmjF 24.0300 protein, conserved Leishmania major 0.03 2 08 59 195379 6.18 7]
0i[157864328 LrmjF 06.1010 protein, conserved Leishmania major 0.03 1 20 46 83902 561 secreted x
0i157871139 LrmjF 26.1150 protein, conserved Leishmania major 0.03 1 1.7 61 82481 6.4 7]
0i|157867369 LinjF16.1560 protein, conserved Leishmania major 0.03 1 1.7 36 77243 56 secreted x
0il157869417 LinjF22.1090 hypothetical protein, conserved Leishmania major 0.03 1 16 26 75555 6.46 other
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9157871672 LinjF28.1040 protein, unknown function Leishmania major 003 1 1.0 37 88618 571 ather

0i[157871115 LrnjF26.1030 hypothetical protein, consetved Leishmania major 0.03 1 0.4 26 87673 664 secreted A

0i[157872648 LrnjF 20,2560 hypothetical protein, consetved Leishmania major 0.02 g 0.8 96 117136 508 other

0i[157865313 LrnjF10.0320 hypothetical protein, consetved Leishmania major 0.02 7 18 a7 209670 9.87 other 1
0i[157874100 LrnjF22.2220 hypothetical protein, Unknown Tunction Leishmania major 0.02 5 0.8 202 166281 548 other

0i[157873671 LrnjF32.0270 hypothetical protein, consetved Leishmania major 0.02 5 0.6 62 1414332 493 3 A 2
0i[157874762 LrnjF 23.0650 hypothetical protein, consetved Leishmania major 0.02 1 1.7 a9 719380 578 other

0i[157875983 LmjF24.2530 hypothetical protein, unknown function Leishmania major 0.02 1 13 7 478971 4.A5 other

gi[157 369985 LmjF24.0260 hypothetical protein, conserved Leishmania major 0.02 1 0.4 100 357708 6.2 other

i[157871345 LmjF26.2160 hypothetical protein, unknown function Leishmania major 0.02 1 0.4 37 734435 507 other

0i[70799209 LmjF29.2680 hypothetical protein, conserved Leishmania major sirain Friedlin 0.02 3 23 a8 171135 579 other

0i[157864879 LmjFO8.1150 hypothetical protein, conserved Leishmania major 0.02 3 7.0 a1 141019 .28 other

i 157864594 LmjFO7.0960 hypothetical protein, conserved Leishmania major 0.02 3 14 a7 126368 6.42 other

0i[157869445 LmjF22.1230 hypothetical protein, conserved Leishmania major 0.02 3 11 67 103480 Y other

gi157 36GISE LmjF15.1320 hypothetical protein, conserved Leishmania major 0.02 3 11 a7 153086 573 M

0i[157874353 LmjF32.2340 hypothetical protein, conserved Leishmania major 0.02 3 0.4 160 120635 6.3 other

0i[157873541 LmjF21.2890 hypothetical protein, conserved Leishmania major 0.02 3 0.4 83 136363 .34 other

0il157871826 LmjF28.1800 hypothetical protein, consened Leishmania major 0.0z 3 0.7 69 271080 6.75 ]

0il157873064 LrmjF 31.0630 hypothetical protein, consened Leishmania major 0.0z 2 21 45 112753 6.67 ] 1
Qil157873377 LmjF31.2130 hypothetical protein, consened Leishmania major 0.0z 2 1.8 43 104363 812 other

gil157871413 LmjF26.2490 hypothetical protein, consened Leishmania major 0.0z 2 1.5 54 161283 522 other

0il157873563 LmjF$1.2990 hypothetical protein, consened Leishmania major 0.0z 2 1.2 43 17631 76 other

0il157868352 LmjF19.1410 hypothetical protein, conserved Leighmania major 0.02 2 1.1 [} 105433 6.24 other

Qil157BTEEET LrnjF 36.1080 hypothetical protein, conserved Leighmania major 0.02 2 1.1 42 111556 557 other

0il157864100 LmjF05.1190 hypothetical protein, conserved Leighmania major 0.02 2 1.1 3 214397 6.49

0il157869285 LmjF22.0410 hypothetical protein, conserved Leighmania major 0.02 2 1.0 103 130841 51 g " 2
gil157874123 LmjF32.2310 hypothetical protein, conserved Leighmania major 0.02 2 1.0 7 130891 6.97 other

0il157869694 LrmjF 23.0630 hypothetical protein, conserved Leighmania major 0.02 2 1.0 B8 131163 8.82 other

0il157867632 LmjF17.1130 hypothetical protein, conserved Leighmania major 0.02 2 1.0 48 129340 9.09 secreted "

0il157874918 LmjF332.1100 hypothetical protein, conserved Leighmania major 0.02 2 1.0 3 105160 9.2 other

gil157870570 LmjF25.0810 hypothetical protein, conserved Leighmania major 0.02 2 0.9 27 110507 597 other

0il157879025 LmjF03.0480 hypothetical protein, conserved Leighmania major 0.02 2 0.8 87 112841 9.07 other 4
Qi[157867534 LmjF17.0750 hypothetical protein, conserved Leishmania major 0.0z 2 0.7 33 120385 676 ather

Q157876654 LmjF36.1000 hypothetical protein, conserved; predicted WD 40 repeat protein Leishmania major 0.0z 2 0.7 32 146812 .07 ather

Qil7og00104 LmjF27.1950 hypothetical protein, conserved Leishmania major strain Friedlin 0.0z 2 0.7 26 163282 456 ather

Q157866529 LmjF14.0570 hypothetical protein, conserved Leishmania major 0.0z 2 0.6 26 127940 572 ather

Q70799780 LmjF29.2190 hypothetical protein, conserved Leishmania major strain Friedlin 0.0z 2 0.5 42 156986 526 = H 1
Q70905879 LmjF35.2950 hypothetical protein, conserved Leighmania major etrain Friedlin 0.0z 1 21 37 118647 B.51 gecreted X

Q157876610 LmjF36.0780 hypothetical protein, unknown function Leishmania major 0.0z 1 1.5 45 117707 B.1 other

Q157870492 LmjF25.0430 hypothetical protein, conserved Leishmania major 0.0z 1 1.3 41 110856 642 gecreted X

Q157871205 LmjF26.1480 hypothetical protein, conserved Leishmania major 0.0z 1 1.3 41 108544 523 other

Q157870528 LmjF25.0610 hypothetical protein, conserved Leishmania major 0.0z 1 1.0 a7 162301 B.36 M X
Q157868483 LmjF20.0370 hypothetical protein, conserved Leishmania major 0.0z 1 0.6 43 137671 B.84 other g
Q157879087 LmjFo3.0820 hypothetical protein, conserved Leighmania major 0.01 10 0.8 75 306627 .27 other

Q70906119 LmjF35.5390 hypothetical protein, conserved Leighmania major etrain Friedlin 0.01 [ 1.0 84 7418490 6.04 other

Q157875003 LmjF33.1480 hypothetical protein, conserved Leighmania major 0.01 4 1.0 104 3IB4TTE 5.84 other

Q157871389 LmjF26.2370 hypothetical protein, conserved Leighmania major 0.01 4 1.0 103 424388 558 other

Q157869465 LmjF22.1330 hypothetical protein, conserved Leighmania major 0.01 3 0.9 81 220982 487 |

Qi[15786787S LmjF18.0850 hypothetical protein, conserved Leighmania major 0.01 3 0.5 81 305736 5.81 other

Qi[15TETET46 LmjF36.1440 hypothetical protein, conserved Leighmania major 0.01 3 0.5 30 BOT15T T.41 other

Qi[157867389 LmjF16.1660 hypothetical protein, conserved Leighmania major 0.01 3 0.4 40 496718 5.08 other

Qi[157872345 LmjF30.1260 hypothetical protein, conserved Leighmania major 0.01 2 1.4 7 211648 817 other

Qil157871055 LmjF26.0730 hypothetical protein, conserved Leighmania major 0.01 2 1.3 27 208142 §.98 other X
Q1576879036 LmjF03.0530 hypothetical protein, conserved Leishmania major 0.01 2 0.8 35 225088 6.91 secreted X

Q157870662 LmjF25.1260 hypothetical protein, conserved Leishmania major 0.01 2 0.8 27 245671 6.68 secreted X

Qi[15787T4367 LmjF32.3410 hypothetical protein, conserved Leishmania major 0.01 2 0.6 58 297865 581 secreted X

Q71746088 LmjFo2.0550 hypothetical protein, conserved Leishmania major 0.01 2 0.5 41 402668 6.34 other

Qi[157875682 LmjF34.1270 hypothetical protein, conserved Leishmania major 0.01 2 0.5 27 202866 8.85 A 15
Q157877754 LrnjF36.5880 hypothetical protein, conserved Leishrmania major 0.01 2 0.4 84 21017 647 other 2
Q157878986 LrnjF03.0270 hypothetical protein LJ_0185 Leishrmania major 0.01 2 0.4 75 262135 488 other

Q157867385 LrnjF16.1640 hypothetical protein, unknown function Leishrmania major 0.01 2 0.4 30 186905 827 other

Qi1 57866776 LrnjF15.0250 hypothetical protein, conserved Leishrmania major 0.01 2 0.4 28 207340 642 other

Q157870680 LrnjF25.1350 hypothetical protein, conserved Leishrmania major 0.01 2 0.3 28 280794 642 other

Qil157864488 LrnjFO7.0480 hwpothetical pratein, conserved Leishrmania major 0.00 4 0.7 31 544344 6.38 secreted E

Prateins identified were functionally classified and ordered according to abundance (emPAl). Proteins were identified with a customized NCBI database and Gl accession number and parasite species with closest hit are indicated. For comparison with other data sets Sanger IDs for L. major homologues were assigned
using an online toal accessible at htpfpir.georgetown.edwcgi-hinfbatch.pl or by BLAST search. For all but one protein a unigue Sanger 1D could be assigned. Further shown are gene name, percentage sequence covered by identified peptides (% coverage), number of peptides identified (pepticde matches), theoretical
WY and pl, as well as predicted localization by combined TargetP and SignalP analysis (secreted; "A" — anchor predicted by SignalP 3.0; "M" — mitochondrial, "S" — predicted secreted but contains either predicted trans-membrane domain (TM) andfor GPl-anchar, "other” — any other localisation or prediction with

TargetP not possible). An "x" in column Signal peptide pred. denotes Signal peptide predicted by SignalP 3.0. Prateins for which GeneDB annatation predicted a GPl-anchar are also marked by %
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Supplementary Table 4. Potentially by L. mexicana amastigotes secreted proteins.

Gl Acc. No Gene DB Peptide Coverage Prot
Acc. No Protein name Organism matches (%) score MW pl emPAl

heat shock 70-related protein 1,

gi|157872631 | LmjF30.2480 mitochondrial precursor, putative Leishmania major 241 59.7 7534 72346 5.68 4.56

0i|78192396 LmjF28.2860 cytosolic malate dehydrogenase isozyme | Leishmania mexicana 42 50.6 1341 34695 5.92 2.64

0i|157867379 | LmjF16.1610 prohibitin, putative Leishmania major 26 38.1 409 30423 8.35 1.66

gi|157875429 LmjF34.0160 malate dehydrogenase, putative Leishmania major 74 28.9 3242 34295 6.25 1.57

0i|157864861 LmjF08.1100 hypothetical protein, conserved Leishmania major 34 24.7 510 42247 8.2 1.29

0i|157865931 LmjF12.0670 cytochrome c oxidase subunit iv Leishmania major 22 32.1 498 39581 5.63 1.27

0i|157875425 LmjF34.0140 malate dehydrogenase Leishmania major 85 25.2 3471 33622 8.5 1.26
short chain 3-hydroxyacyl-coa

gi|157876684 | LmjF36.1140 | dehydrogenase, putative Leishmania major 30 25.2 659 33294 8.43 1.11
proteasome regulatory ATPase

0i|157865839 LmjF12.0210 subunittcc118.3, putative Leishmania major 31 35.0 987 46064 8.18 1.03

0i|157870357 LmjF24.2110 hypothetical protein, conserved Leishmania major 41 30.5 1299 55619 6.41 0.97

0i|157871253 LmjF26.1710 cytochrome c oxidase subunit V, putative | Leishmania major 11 26.5 265 22504 6.1 0.92

0i|157866960 LmjF15.1203 60S acidic ribosomal protein P2 Leishmania major 6 33.3 233 11048 4.23 0.88

gi|157870007 | LmjF24.0370 | aspartate aminotransferase, putative Leishmania major 26 28.8 604 48193 8.27 0.87
ribonucleoprotein p18, mitochondrial

0i|157866782 LmjF15.0280 precursor, putative Leishmania major 15 23.5 294 21629 6.74 0.76

gi|157877426 LmjF36.4460 hypothetical protein, conserved Leishmania major 12 21.9 262 17641 7.71 0.73

gi|157876368 LmjF34.4330 quinonoid dihydropteridine reductase Leishmania major 12 17.0 313 23737 5.9 0.68

0i|157870367 LmjF24.2160 hypothetical protein, conserved Leishmania major 13 16.8 285 38716 8.92 0.68
propionyl-coa carboxylase beta chain,

0i|157871556 | LmjF28.0490 | putative Leishmania major 26 215 592 57200 8.81 0.62

gi|157877997 LmjF36.6940 protein disulfide isomerase Leishmania major 39 18.7 675 52799 5.22 0.61

0i|157869353 LmjF22.0770 NADH-cytochrome b5 reductase, putative | Leishmania major 10 12.5 148 32116 7.13 0.59

gi|70800017 LmjF27.1110 gBP21, MRP1 Leishmania major strain Friedlin 15 14.5 445 26704 10.27 0.59

gi|2266917 LmjF01.0650 metallo-peptidase, Clan ME, Family M16 Leishmania major strain Friedlin 20 194 372 55570 6.12 0.57
electron-transfer-flavoprotein, alpha

0i|157871694 | LmjF28.1140 polypeptide, putative Leishmania major 9 21.8 313 33653 6.34 0.56

gi|157872301 LmjF30.1040 hypothetical protein, conserved Leishmania major 11 18.8 155 29656 8.76 0.52
iron-sulfur cluster assembly protein,

0i|70905946 LmjF35.3620 putative Leishmania major strain Friedlin 4 24.2 111 17586 8.62 0.51
eukaryotic translation initiation factor 3

gi|157877297 | LmjF36.3880 | subunit, putative Leishmania major 17 19.8 478 45691 5.83 0.47

gil157864974 | LmjF09.0230 | ATP-dependent hsl protease ATP- Leishmania major 11 20.6 399 56059 5.22 0.43
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binding subunit hslU, putative; heat shock
protein HsIVU, ATPase subunit HslU,
putative

0i|157872813 LmjF30.3240 glutamyl-tRNA synthetase, putative Leishmania major 17 175 475 68033 8.65 0.40
gi|70799541 LmjF29.0060 tryptophanyl-tRNA synthetase, putative Leishmania major strain Friedlin 14 115 495 55223 8.72 0.38
2-oxoisovalerate dehydrogenase beta
gi|70905595 LmjF35.0050 | subunit, mitochondrial precursor, putative | Leishmania major strain Friedlin 10 13.7 205 40380 6.28 0.36
0i|157872935 LmjF31.0050 cyclophilin, putative Leishmania major 4 18.3 99 25052 8.6 0.34
NADH-dependent fumarate reductase,
gi|70905705 LmjF35.1190 putative Leishmania major strain Friedlin 17.0 151 52649 6.44 0.33
0i|157875427 LmjF34.0150 malate dehydrogenase, putative Leishmania major 9.7 131 36137 7.02 0.32
3-oxoacyl-(acyl-carrier protein)
gi|157870341 LmjF24.2030 reductase, putative Leishmania major 7 23.9 227 27307 9.06 0.31
0i|157867151 LmjF16.0520 hypothetical protein, conserved Leishmania major 11 13.4 148 37281 6.51 0.31
0i|157877617 LmjF36.5380 NADH dehydrogenase, putative Leishmania major 9 12.3 182 57739 9.34 0.30
dihydrolipoamide acetyltransferase
gi|157877007 LmjF36.2660 precursor, putative Leishmania major 11 9.7 217 49062 7.01 0.29
0i|157864135 LmjF06.0120 cyclophilin Leishmania major 23.0 58 20427 6.51 0.27
gi|157866800 | LmjF15.0380 60S acidic ribosomal protein, putative Leishmania major 3 10.2 166 10256 3.99 0.26
gi|157872918 | LmjF30.3720 60S acidic ribosomal protein P2, putative | Leishmania major 4 7.5 85 10575 4.34 0.25
methylmalonyl-coenzyme a mutase,
gi|70799935 LmjF27.0300 putative Leishmania major strain Friedlin 15 13.0 314 79712 6.16 0.25
gi|70799537 LmjF29.0020 | transcription factor-like protein Leishmania major strain Friedlin 19 10.2 450 115473 5.16 0.25
gi|157867707 LmjF18.0010 hypothetical protein, conserved Leishmania major 17 8.4 634 114378 6.18 0.25
0i|157870430 LmjF25.0130 elongation factor, putative Leishmania major 11 9.9 327 70739 6.14 0.24
gi|70799751 LmjF29.2100 hypothetical protein, conserved Leishmania major strain Friedlin 14 7.2 596 69999 5.99 0.24
0i|157868824 | LmjF21.0310 hypothetical protein, conserved Leishmania major 4 8.4 214 35042 8.76 0.24
gi|157879015 | LmjF03.0440 60S acidic ribosomal protein P2, putative | Leishmania major 1 14.4 27 11182 4.4 0.23
endoplasmic reticulum oxidoreductin,
0i|157867363 LmjF16.1530 putative Leishmania major 8 9.3 156 49176 5.2 0.23
gi|70799566 LmjF29.0320 hypothetical protein, conserved Leishmania major strain Friedlin 8 6.9 227 36590 5.24 0.23
gi|157876570 LmjF36.0590 hypothetical protein, conserved Leishmania major 2 9.1 67 23961 6.44 0.23
0i|157870898 LmjF25.2370 adenylate kinase, putative Leishmania major 3 9.4 50 25957 8.93 0.21
0i|157864372 LmjF06.1240 hypothetical protein, conserved Leishmania major 6 10.3 195 53332 6.73 0.21
gi|157877508 LmjF36.4860 hypothetical protein, conserved Leishmania major 3 7.7 74 26925 5.77 0.20
gi|157867265 LmjF16.1065 hypothetical protein, conserved Leishmania major 10 6.0 446 28153 10.36 0.19
gi|157877637 LmjF36.5460 hypothetical protein, conserved Leishmania major 10 10.3 309 57960 8.66 0.19
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0i|157865100 LmjF09.0840 hypothetical protein, conserved Leishmania major 5 7.7 101 42978 5.67
3-hydroxy-3-methylglutaryl-CoA
gi|157872801 LmjF30.3190 reductase, putative Leishmania major 8.8 194 46608 8.76 0.18
gi|70905857 LmjF35.2730 acyl-CoA dehydrogenase, putative Leishmania major strain Friedlin 3 7.3 73 44824 6.08 0.18
proteasome regulatory non-ATP-ase
gi|157871812 LmjF28.1730 subunit 2, putative Leishmania major 14 9.5 372 106729 5.39 0.18
gi|157866505 LmjF14.0440 hypothetical protein, conserved Leishmania major 6 11.1 215 62330 8.79 0.18
0i|157863953 LmjF05.0490 hypothetical protein, conserved Leishmania major 2 6.9 49 29512 8.98 0.18
0i|157877468 LmjF36.4670 hypothetical protein, conserved Leishmania major 2 7.0 48 14595 6.12 0.18
gi|157869355 LmjF22.0780 NADH-cytochrome b5 reductase, putative | Leishmania major 4 111 121 32497 8.49 0.17
electron transfer flavoprotein-ubiquinone
0i|157864512 LmjF07.0600 oxidoreductase, putative Leishmania major 6 11.8 87 63669 7.01 0.17
gi|157866683 LmjF14.1330 hypothetical protein, conserved Leishmania major 4 8.0 196 64236 8.88 0.17
gi|157868912 LmjF21.0735 hypothetical protein, conserved Leishmania major 2 9.9 80 15726 7.67 0.16
gi|70905915 LmjF35.3310 hypothetical protein, conserved Leishmania major strain Friedlin 4 6.9 57 33003 6.67 0.16
metallo-peptidase, Clan ME, Family M16;
gi|157873585 LmjF31.3090 peptidase, putative Leishmania major 18 5.7 372 125103 5.2 0.15
metallo-peptidase, Clan ME, Family M16;
mitochondrial processing peptidase alpha
0i|157866250 LmjF13.0870 subunit, putative Leishmania major 7 4.0 176 58169 7.66 0.14
gi|70799978 LmjF27.0730 reductase, putative Leishmania major strain Friedlin 2 6.4 77 37948 8.9 0.14
0i|157873999 LmjF32.1770 hypothetical protein, conserved Leishmania major 3 8.8 77 58292 6.51 0.14
0i|157869941 LmjF24.0030 hypothetical protein, conserved Leishmania major 1 4.2 26 18381 11.02 0.14
dihydrolipoamide acetyltransferase
gi|157868872 | LmjF21.0550 precursorlike protein Leishmania major 9 6.9 326 40700 5.37 0.13
0i|157877181 LmjF36.3410 short chain dehydrogenase-like protein Leishmania major 3 4.3 77 41336 9.79 0.13
gi|157868906 LmjF21.0720 hypothetical protein, conserved Leishmania major 3 9.0 178 40116 8.66 0.13
gi|157872251 LmjF30.0805 hypothetical protein, conserved Leishmania major 1 5.1 50 21047 9.83 0.12
0i|157864462 LmjF07.0360 hypothetical protein, conserved Leishmania major 2 5.9 37 21196 8.35 0.12
0i|157867018 LmjF15.1460 phosphomevalonate kinase-like protein Leishmania major 2 5.2 101 49773 5.77 0.11
0i|70905818 LmjF35.2330 hypothetical protein, conserved Leishmania major strain Friedlin 9 4.6 312 100942 4.69 0.11
gi|157876159 LmjF34.3360 hypothetical protein, conserved Leishmania major 3 4.3 85 23747 8.81 0.11
0i|157879116 | LmjF03.0910 inorganic pyrophosphatase, putative Leishmania major 1 9.7 45 25186 5.41 0.10
lanosterol 14-alpha-demethylase,
0i|157865742 LmjF11.1100 putative Leishmania major 2 4.8 61 54928 6.89 0.10
gi|157873031 LmjF31.0480 hypothetical protein, conserved Leishmania major 4.2 70 52703 9.06 0.10
gi|157876544 | LmjF36.0480 hypothetical protein, conserved Leishmania major 3.6 33 26313 4.92 0.10
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0i|2266923 LmjF01.0710 ubiquitin activating enzyme, putative Leishmania major strain Friedlin 2 4.8 54 58356 5.49
D-3-phosphoglycerate dehydrogenase-
gi|157878938 LmjF03.0030 like protein Leishmania major 3 5.1 88 56253 7.9 0.09
pyruvate dehydrogenase (lipoamide)
0i|157869937 LmjF24.0010 kinase, putative Leishmania major 2 6.0 85 55847 7.55 0.09
0i|157864484 | LmjF07.0470 hypothetical protein, conserved Leishmania major 4 6.3 929 92071 6.49 0.09
0i|157869231 LmjF22.0140 hypothetical protein, conserved Leishmania major 2 4.7 58 59803 8.78 0.09
gi|70906016 LmjF35.4300 hypothetical protein, conserved Leishmania major strain Friedlin 1 4.0 51 28826 9.48 0.09
0i|157877867 LmjF36.6410 hypothetical protein, conserved Leishmania major 3 4.3 30 58831 5.97 0.09
gi|71745892 LmjF02.0040 metallo-peptidase, Clan MG, Family M24 | Leishmania major 3 6.3 61 69481 5.84 0.08
cleavage and polyadenylation specificity
0i|157873900 LmjF32.1340 factor-like protein Leishmania major 7 4.7 223 168796 6.12 0.08
gi|157875473 LmjF34.0380 hypothetical protein, unknown function Leishmania major 3 3.1 69 62245 6.51 0.08
gi|157874784 | LmjF33.0620 hypothetical protein, conserved Leishmania major 1 5.3 53 33866 4.65 0.08
gi|157876614 | LmjF36.0800 hypothetical protein, conserved Leishmania major 4 3.7 46 68952 6.45 0.08
mitochondrial oligo_U binding protein
gi|157872245 LmjF30.0780 TBRGG1, putative Leishmania major 3 3.2 85 72929 7.67 0.07
gi|157877336 LmjF36.4070 phosphoglycerate mutase-like protein Leishmania major 1 4.0 39 39114 9.07 0.07
0i|157868790 LmjF21.0140 hypothetical protein, conserved Leishmania major 3 2.8 86 73982 6.54 0.07
0i|157864588 LmjF07.0930 hypothetical protein, conserved Leishmania major 3 3.0 61 37323 4.55 0.07
gi|157866220 LmjF13.0720 oxidoreductase-like protein Leishmania major 1 3.6 26 42635 8.76 0.06
protein phosphatase 1 catalitic subunit,
0i|157866766 LmjF15.0220 putative Leishmania major 1 2.1 27 42986 5.65 0.06
0i|157869702 LmjF23.0670 oxidoreductase-like protein Leishmania major 1 2.9 39 41877 5.61 0.06
0i|157868934 | LmjF21.0825 hypothetical protein, conserved Leishmania major 12 2.8 278 349096 4.95 0.06
0i|157868487 LmjF20.0380 hypothetical protein, unknown function Leishmania major 3 2.4 123 45202 5.81 0.06
0i|157871443 LmjF26.2640 hypothetical protein, conserved Leishmania major 2 2.3 55 42096 5.49 0.06
0i|157871217 LmjF26.1540 hypothetical protein, conserved Leishmania major 2 3.5 47 43202 8.8 0.06
gi|70799828 LmjF29.2870 hypothetical protein, conserved Leishmania major strain Friedlin 2 4.4 26 42915 6.79 0.06
calpain-like cysteine peptidase, putative;
cysteine peptidase, Clan CA, family C2,
0i|157873010 LmjF31.0390 putative Leishmania major 5 5.6 85 97703 5.08 0.05
gi|157872066 LmjF28.2960 hypothetical protein, conserved Leishmania major 3 2.7 109 48669 8.02 0.05
0i|157873474 | LmjF31.2590 hypothetical protein, conserved Leishmania major 3 2.5 103 104398 5.8 0.05
0i|157871077 LmjF26.0840 hypothetical protein, conserved Leishmania major 2 2.2 50 100858 4.98 0.05
0i|157876536 LmjF36.0440 hypothetical protein, conserved Leishmania major 1 3.1 50 52986 5.98 0.05
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0i|157869750 hypothetical protein, unknown function Leishmania major 15 27 50822 5.82
0i|157865750 LmjF11.1160 protein transport protein sec31, putative Leishmania major 3 1.6 74 123239 6.1 0.04
ATP-dependent RNA helicase-like
gi|70905812 LmjF35.2270 protein Leishmania major strain Friedlin 3 2.8 90 127643 5.65 0.04
gi|70799804 LmjF29.2630 hypothetical protein, conserved Leishmania major strain Friedlin 6 2.4 292 132406 4.79 0.04
0i|157864258 LmjF06.0690 hypothetical protein, conserved Leishmania major 5 2.0 159 256278 8.55 0.04
gi|157876600 LmjF36.0730 hypothetical protein, conserved Leishmania major 1 2.7 91 61792 8.69 0.04
gi|157867879 LmjF18.0870 hypothetical protein, conserved Leishmania major 3 2.1 89 57965 9.07 0.04
0i|157877488 LmjF36.4760 hypothetical protein, conserved Leishmania major 1 15 50 71931 8.44 0.04
0i|157865815 LmjF12.0090 hypothetical protein, conserved Leishmania major 1 2.1 39 63186 7.17 0.04
0i|157874131 LmjF32.2350 hypothetical protein, conserved Leishmania major 2 1.6 38 61122 5.54 0.04
gi|157871958 LmjF28.2440 hypothetical protein, conserved Leishmania major 1 1.3 36 72064 6 0.04
phosphatidylinositol-kinase domain
gi|70799685 LmjF29.1450 protein, putative Leishmania major strain Friedlin 4 15 137 293698 8.12 0.03
topoisomerase-related function protein-
gi|157864534 | LmjF07.0700 | like protein Leishmania major 3 0.8 73 99908 7.31 0.03
0i|157863932 LmjF05.0390 protein kinase, putative Leishmania major 2 2.4 162 77949 5.1 0.03
gi|157873654 | LmjF32.0190 hypothetical protein, conserved Leishmania major 3 1.2 160 82440 5.52 0.03
gi|157867321 LmjF16.1340 hypothetical protein, conserved Leishmania major 6 1.9 124 403925 8.8 0.03
gi|157871550 LmjF28.0470 hypothetical protein, conserved Leishmania major 2 1.4 62 86939 6.42 0.03
0i|157867438 LmjF17.0130 hypothetical protein, unknown function Leishmania major 2 1.2 52 93971 6.58 0.03
0i|157864326 LmjF06.1010 hypothetical protein, conserved Leishmania major 1 2.0 46 83902 5.61 0.03
gi|157867369 LmjF16.1560 hypothetical protein, conserved Leishmania major 1 1.7 36 77243 5.6 0.03
0i|157866027 LmjF12.1110 hypothetical protein, unknown function Leishmania major 2 2.0 28 78806 6.96 0.03
0i|157871115 LmjF26.1030 hypothetical protein, conserved Leishmania major 1 0.9 26 87673 6.64 0.03
endosomal trafficking protein RME-8,
gi|157872576 LmjF30.2210 putative Leishmania major 4 1.6 92 276016 6.12 0.02
gi|157867632 LmjF17.1130 hypothetical protein, conserved Leishmania major 2 1.0 46 129340 9.09 0.02
0i|157870492 LmjF25.0430 hypothetical protein, conserved Leishmania major 1 1.3 41 110656 6.42 0.02
gi|70905879 LmjF35.2950 hypothetical protein, conserved Leishmania major strain Friedlin 1 2.1 37 118647 6.51 0.02
gi|157874367 LmjF32.3410 hypothetical protein, conserved Leishmania major 2 0.6 58 297665 5.91 0.01
gi|157879036 LmjF03.0530 hypothetical protein, conserved Leishmania major 2 0.8 35 225068 6.91 0.01
0i|157870662 LmjF25.1260 hypothetical protein, conserved Leishmania major 2 0.8 27 245671 6.69 0.01
0i|157864488 LmjF07.0480 hypothetical protein, conserved Leishmania major 4 0.7 31 544344 6.38 0.00

Potentially by amastigotes secreted proteins, ordered according to their relative abundance (emPAl)
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