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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.



SUPPLEMENTARY FIGURE 2

163

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. 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 2. Overview of oligonucleotide motifs in 3’-UTR of differentially expressed ORFs.
Gene annotation motif motif

L.major Name TCTCCTTT
a

AAGAGAA
b

L. infantum
c

ortholog TCTCCTTT AAGAGAA

LmjF05.1040
d

stomatin-like protein LinJ05_V3.1040

LmjF08.0320 mitochondrial associated ribonuclease LinJ08_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 x LinJ19_V3.0710 x

LmjF21.1552
e

RNA helicase LinJ21_V3.1820

LmjF21.1710 cytochrome C oxidase subunit VI LinJ21_V3.2080

LmjF21.1760
centromere/microtubule binding protein
cbf5

LinJ21_V3.2130

LmjF22.1540 alanyl-tRNA synthetase LinJ22_V3.1390

LmjF23.0370 hypothetical protein, conserved x x LinJ23_V3.0420 x x

LmjF23.0760 mitochondrial RNA binding protein x LinJ23_V3.0930 x

LmjF24.1210 translation factor SUI1 x LinJ24_V3.1240 x

LmjF25.1420 GTP-binding protein x x LinJ25_V3.1460 x x

LmjF25.2130
f

succinyl-CoA synthetase alpha subunit LinJ25_V3.2220 x

LmjF25.2140
f

succinyl-CoA synthetase alpha subunit LinJ25_V3.2230

LmjF26.1550
trifunctional enzyme alpha subunit,
mitochondrial precursor-like protein

x x LinJ26_V3.1530 x X

LmjF27.1110
mitochondrial RNA binding protein 1,
gBP21, MRP1

x LinJ27_V3.0980 x

LmjF27.1220 hypothetical protein, conserved x x LinJ27_V3.1100 X

LmjF27.1300 hypothetical protein, conserved x x LinJ27_V3.1220 x X

LmjF28.0490 propionyl-coa carboxylase beta chain LinJ28_V3.0250

LmjF28.2770
f

heat-shock protein hsp70 x x LinJ28_V3.3060

LmjF28.2780
f

heat-shock protein hsp70 x LinJ28_V3.2960

LmjF29.0760 lipophosphoglycan biosynthetic protein LinJ29_V3.0790

LmjF31.1630
f putative 3-ketoacyl-coa thiolase-like

protein
LinJ31_V3.1660
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LmjF31.1640
f

thiolase protein-like protein LinJ12_V3.0230

LmjF31.1900
f

ubiquitin-fusion protein LinJ31_V3.1930

LmjF31.2030
f

ubiquitin-fusion protein LinJ31_V3.2070

LmjF31.2250 3,2-trans-enoyl-CoA isomerase LinJ31_V3.2320

LmjF32.0840 hypothetical protein, conserved x LinJ32_V3.0890 x x

LmjF33.0830 2,4-dienoyl-coa reductase x LinJ33_V3.0870 x

LmjF33.1630 cyclophilin LinJ33_V3.1730

LmjF33.2390 heat shock protein x LinJ33_V3.2520 x

LmjF34.2580 hypothetical protein, conserved x x LinJ34_V3.2410 x x

LmjF34.3670
vacuolar ATP synthase catalytic subunit
a

LinJ34_V3.3460

LmjF34.4340
f

20s proteasome beta 7 subunit

LmjF34.4370
f

20s proteasome beta 7 subunit

LmjF34.4400
f

20s proteasome beta 7 subunit

LmjF34.4430
f

20s proteasome beta 7 subunit LinJ34_V3.4390

LmjF34.4460
f

20s proteasome beta 7 subunit

LmjF34.4490
f

20s proteasome beta 7 subunit

LmjF35.0400
f

40S ribosomal protein S3a LinJ35_V3.0400

LmjF35.0410
f

40S ribosomal protein S3a

LmjF35.0420
f

40S ribosomal protein S3a LinJ35_V3.0410

LmjF35.1300 ubiquitin-conjugating enzyme E2 x LinJ35_V3.1310 x

LmjF36.1160 hypothetical protein, conserved x x LinJ36_V3.1220 x

LmjF36.3100 ATP synthase LinJ36_V3.3250 x

LmjF36.3210 14-3-3 protein-like protein LinJ36_V3.3360

LmjF36.3780 hypothetical protein, conserved x LinJ36_V3.3970 x

LmjF36.3990
hs1vu complex proteolytic subunit-
like

x x LinJ36_V3.4180 x

LmjF36.4360 proteasome regulatory ATPase subunit x LinJ36_V3.4570 x x
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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).
a)

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 (χ
2
-test);

c)

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;

d)
LmjF05.1040 L. major ortholog of gi|146077037;

e)
LmjF21.1552 Sanger ID of gi|68223993;

f)
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 4. Potentially by L. mexicana amastigotes secreted proteins.
GI Acc. No Gene DB

Acc. No Protein name Organism
Peptide
matches

Coverage
(%)

Prot
score MW pI emPAI

gi|157872631 LmjF30.2480
heat shock 70-related protein 1,
mitochondrial precursor, putative Leishmania major 241 59.7 7534 72346 5.68 4.56

gi|78192396 LmjF28.2860 cytosolic malate dehydrogenase isozyme Leishmania mexicana 42 50.6 1341 34695 5.92 2.64

gi|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

gi|157864861 LmjF08.1100 hypothetical protein, conserved Leishmania major 34 24.7 510 42247 8.2 1.29

gi|157865931 LmjF12.0670 cytochrome c oxidase subunit iv Leishmania major 22 32.1 498 39581 5.63 1.27

gi|157875425 LmjF34.0140 malate dehydrogenase Leishmania major 85 25.2 3471 33622 8.5 1.26

gi|157876684 LmjF36.1140
short chain 3-hydroxyacyl-coa
dehydrogenase, putative Leishmania major 30 25.2 659 33294 8.43 1.11

gi|157865839 LmjF12.0210
proteasome regulatory ATPase
subunittcc1l8.3, putative Leishmania major 31 35.0 987 46064 8.18 1.03

gi|157870357 LmjF24.2110 hypothetical protein, conserved Leishmania major 41 30.5 1299 55619 6.41 0.97

gi|157871253 LmjF26.1710 cytochrome c oxidase subunit V, putative Leishmania major 11 26.5 265 22504 6.1 0.92

gi|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

gi|157866782 LmjF15.0280
ribonucleoprotein p18, mitochondrial
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

gi|157870367 LmjF24.2160 hypothetical protein, conserved Leishmania major 13 16.8 285 38716 8.92 0.68

gi|157871556 LmjF28.0490
propionyl-coa carboxylase beta chain,
putative Leishmania major 26 21.5 592 57200 8.81 0.62

gi|157877997 LmjF36.6940 protein disulfide isomerase Leishmania major 39 18.7 675 52799 5.22 0.61

gi|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 19.4 372 55570 6.12 0.57

gi|157871694 LmjF28.1140
electron-transfer-flavoprotein, alpha
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

gi|70905946 LmjF35.3620
iron-sulfur cluster assembly protein,
putative Leishmania major strain Friedlin 4 24.2 111 17586 8.62 0.51

gi|157877297 LmjF36.3880
eukaryotic translation initiation factor 3
subunit, putative Leishmania major 17 19.8 478 45691 5.83 0.47

gi|157864974 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 HslVU, ATPase subunit HslU,
putative

gi|157872813 LmjF30.3240 glutamyl-tRNA synthetase, putative Leishmania major 17 17.5 475 68033 8.65 0.40

gi|70799541 LmjF29.0060 tryptophanyl-tRNA synthetase, putative Leishmania major strain Friedlin 14 11.5 495 55223 8.72 0.38

gi|70905595 LmjF35.0050
2-oxoisovalerate dehydrogenase beta
subunit, mitochondrial precursor, putative Leishmania major strain Friedlin 10 13.7 205 40380 6.28 0.36

gi|157872935 LmjF31.0050 cyclophilin, putative Leishmania major 4 18.3 99 25052 8.6 0.34

gi|70905705 LmjF35.1190
NADH-dependent fumarate reductase,
putative Leishmania major strain Friedlin 8 17.0 151 52649 6.44 0.33

gi|157875427 LmjF34.0150 malate dehydrogenase, putative Leishmania major 5 9.7 131 36137 7.02 0.32

gi|157870341 LmjF24.2030
3-oxoacyl-(acyl-carrier protein)
reductase, putative Leishmania major 7 23.9 227 27307 9.06 0.31

gi|157867151 LmjF16.0520 hypothetical protein, conserved Leishmania major 11 13.4 148 37281 6.51 0.31

gi|157877617 LmjF36.5380 NADH dehydrogenase, putative Leishmania major 9 12.3 182 57739 9.34 0.30

gi|157877007 LmjF36.2660
dihydrolipoamide acetyltransferase
precursor, putative Leishmania major 11 9.7 217 49062 7.01 0.29

gi|157864135 LmjF06.0120 cyclophilin Leishmania major 2 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

gi|70799935 LmjF27.0300
methylmalonyl-coenzyme a mutase,
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

gi|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

gi|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

gi|157867363 LmjF16.1530
endoplasmic reticulum oxidoreductin,
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

gi|157870898 LmjF25.2370 adenylate kinase, putative Leishmania major 3 9.4 50 25957 8.93 0.21

gi|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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gi|157865100 LmjF09.0840 hypothetical protein, conserved Leishmania major 5 7.7 101 42978 5.67 0.19

gi|157872801 LmjF30.3190
3-hydroxy-3-methylglutaryl-CoA
reductase, putative Leishmania major 7 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

gi|157871812 LmjF28.1730
proteasome regulatory non-ATP-ase
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

gi|157863953 LmjF05.0490 hypothetical protein, conserved Leishmania major 2 6.9 49 29512 8.98 0.18

gi|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 11.1 121 32497 8.49 0.17

gi|157864512 LmjF07.0600
electron transfer flavoprotein-ubiquinone
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

gi|157873585 LmjF31.3090
metallo-peptidase, Clan ME, Family M16;
peptidase, putative Leishmania major 18 5.7 372 125103 5.2 0.15

gi|157866250 LmjF13.0870

metallo-peptidase, Clan ME, Family M16;
mitochondrial processing peptidase alpha
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

gi|157873999 LmjF32.1770 hypothetical protein, conserved Leishmania major 3 8.8 77 58292 6.51 0.14

gi|157869941 LmjF24.0030 hypothetical protein, conserved Leishmania major 1 4.2 26 18381 11.02 0.14

gi|157868872 LmjF21.0550
dihydrolipoamide acetyltransferase
precursorlike protein Leishmania major 9 6.9 326 40700 5.37 0.13

gi|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

gi|157864462 LmjF07.0360 hypothetical protein, conserved Leishmania major 2 5.9 37 21196 8.35 0.12

gi|157867018 LmjF15.1460 phosphomevalonate kinase-like protein Leishmania major 2 5.2 101 49773 5.77 0.11

gi|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

gi|157879116 LmjF03.0910 inorganic pyrophosphatase, putative Leishmania major 1 9.7 45 25186 5.41 0.10

gi|157865742 LmjF11.1100
lanosterol 14-alpha-demethylase,
putative Leishmania major 2 4.8 61 54928 6.89 0.10

gi|157873031 LmjF31.0480 hypothetical protein, conserved Leishmania major 2 4.2 70 52703 9.06 0.10

gi|157876544 LmjF36.0480 hypothetical protein, conserved Leishmania major 1 3.6 33 26313 4.92 0.10
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gi|2266923 LmjF01.0710 ubiquitin activating enzyme, putative Leishmania major strain Friedlin 2 4.8 54 58356 5.49 0.09

gi|157878938 LmjF03.0030
D-3-phosphoglycerate dehydrogenase-
like protein Leishmania major 3 5.1 88 56253 7.9 0.09

gi|157869937 LmjF24.0010
pyruvate dehydrogenase (lipoamide)
kinase, putative Leishmania major 2 6.0 85 55847 7.55 0.09

gi|157864484 LmjF07.0470 hypothetical protein, conserved Leishmania major 4 6.3 99 92071 6.49 0.09

gi|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

gi|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

gi|157873900 LmjF32.1340
cleavage and polyadenylation specificity
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

gi|157872245 LmjF30.0780
mitochondrial oligo_U binding protein
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

gi|157868790 LmjF21.0140 hypothetical protein, conserved Leishmania major 3 2.8 86 73982 6.54 0.07

gi|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

gi|157866766 LmjF15.0220
protein phosphatase 1 catalitic subunit,
putative Leishmania major 1 2.1 27 42986 5.65 0.06

gi|157869702 LmjF23.0670 oxidoreductase-like protein Leishmania major 1 2.9 39 41877 5.61 0.06

gi|157868934 LmjF21.0825 hypothetical protein, conserved Leishmania major 12 2.8 278 349096 4.95 0.06

gi|157868487 LmjF20.0380 hypothetical protein, unknown function Leishmania major 3 2.4 123 45202 5.81 0.06

gi|157871443 LmjF26.2640 hypothetical protein, conserved Leishmania major 2 2.3 55 42096 5.49 0.06

gi|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

gi|157873010 LmjF31.0390

calpain-like cysteine peptidase, putative;
cysteine peptidase, Clan CA, family C2,
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

gi|157873474 LmjF31.2590 hypothetical protein, conserved Leishmania major 3 2.5 103 104398 5.8 0.05

gi|157871077 LmjF26.0840 hypothetical protein, conserved Leishmania major 2 2.2 50 100858 4.98 0.05

gi|157876536 LmjF36.0440 hypothetical protein, conserved Leishmania major 1 3.1 50 52986 5.98 0.05
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gi|157869750 hypothetical protein, unknown function Leishmania major 1 1.5 27 50822 5.82 0.05

gi|157865750 LmjF11.1160 protein transport protein sec31, putative Leishmania major 3 1.6 74 123239 6.1 0.04

gi|70905812 LmjF35.2270
ATP-dependent RNA helicase-like
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

gi|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

gi|157877488 LmjF36.4760 hypothetical protein, conserved Leishmania major 1 1.5 50 71931 8.44 0.04

gi|157865815 LmjF12.0090 hypothetical protein, conserved Leishmania major 1 2.1 39 63186 7.17 0.04

gi|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

gi|70799685 LmjF29.1450
phosphatidylinositol-kinase domain
protein, putative Leishmania major strain Friedlin 4 1.5 137 293698 8.12 0.03

gi|157864534 LmjF07.0700
topoisomerase-related function protein-
like protein Leishmania major 3 0.8 73 99908 7.31 0.03

gi|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

gi|157867438 LmjF17.0130 hypothetical protein, unknown function Leishmania major 2 1.2 52 93971 6.58 0.03

gi|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

gi|157866027 LmjF12.1110 hypothetical protein, unknown function Leishmania major 2 2.0 28 78806 6.96 0.03

gi|157871115 LmjF26.1030 hypothetical protein, conserved Leishmania major 1 0.9 26 87673 6.64 0.03

gi|157872576 LmjF30.2210
endosomal trafficking protein RME-8,
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

gi|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

gi|157870662 LmjF25.1260 hypothetical protein, conserved Leishmania major 2 0.8 27 245671 6.69 0.01

gi|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 (emPAI)
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