	Motifs name

	L.donovani
	L.braziliansis


	L.infantum
	L.chagasi
	L.major
	L.mexicana

	ASN_GLYCOSYLATION
(N-glycosylation site)

N[^P][ST][^P]


	Pattern:

18 →NFSV

149→NTTC


	Pattern:

18→  NMST

159→NSTC


	Pattern:

28→ NMST

159→NSTC


	Pattern:

28→NFSV

159→NTTC


	Pattern:

28→ NFSV

159→NTTC


	Pattern:

28→  NFSV

141→NSSK

159→ NTTC



	CAMP_PHOSPHO_SITE

(cAMP- and cGMP-dependent protein kinase phosphorylation site)

[RK]{2}.[ST]
	Pattern:

78→     RRIS
	Pattern:

260→ RRGT
	Pattern:

88→ RRIS
	Pattern:

88→ RRIS


	Pattern:

88→ RRMS


	Pattern:

88→ RRIS



	PKC_PHOSPHO_SITE(Protein kinase C phosphorylation site) [ST].[RK]


	Pattern:

66 →  SDR

132→     SDK

45 →     TPK

169→     SVK
	Pattern:

3 →       SGK

25 →      SPR

45 →      SDK

76 →      SDR

179→      SLR

208→     SYK

278→      SLK


	Pattern:

3 →SGK

76 →SDR

142→ SDK

155→TPK

179→SVK


	Pattern:

3 →  SGK

76 → SDR

142→SDK

155→TPK

179→ SVK


	Pattern:

3→ TGK

76→ SDR

142→ SEK

155→ TPK

179→ SVK


	Pattern:

3→ TGK

45→ SEK

76→ SDR

142→ SSK

155→ TPK

179→ SIK

	CK2_PHOSPHO_SITE(Casein kinase II phosphorylation site) [ST].{2}[DE]


	Pattern:

20 →    SVDE

43 →      TISE

141 →   TIYD

150→   TTCE

155→  SEMD
	Pattern:

6 →      SDEE

30 →    SAEE

40→      TSFD

53 →      TISE

151 →   TIYD

161 → TCAD

217 →  TTGE


	Pattern:

6 →      SLEE

30→      VDE

53→       TISE

151→    TIYD

160→      TTC

165 → SEMD


	Pattern:

6 →  SLEE

30→  VDE

53 →  TISE

151→    TIYD

160→   TTCE

165 → SEMD


	Pattern:

6 → SLGE

30→ SVEE

53→TISE

151→ TIYD

160→ TTCE

165→ SEMD
	Pattern:

6→ SLEE

30→ SVEE

53→ TIGE

160→ TTCD

	TYR_PHOSPHO_SITE (Tyrosine kinase phosphorylation site)

[RK].{2,3}[DE].{2,3}Y


	Pattern:
154→     KSEMDLVKY
	Pattern:

171 →     KHKGEKSY
	Pattern:

164   →     KSEMDLVKY
	Pattern:

164→      KSEMDLVKY


	Pattern:

164→RSEMDLVKY
	Pattern:

-

	MYRISTYL

(N-myristoylation site)
G[^EDRKHPFYW].{2}[STAGCN][^P]


	Pattern:

54→   GSCWAI

95→  GCYGGI

165 → GTSYSV

223→ GTQGGV

252 → GSNECG

261→ GGVAGT


	Pattern:

64→       GSCWAI

105→       GCQGGI

233→   GVQNGT

262 →  GTDECG


	Pattern:

64 →      GSCWAI

105 →     GCYGGI

175 →     GTSYSV

233→     GTQGGV

262→      GSNECG

271→     GGVAGT
	Pattern:

64→   GSCWAI

105 → GCYGGI

175 → GTSYSV

233→ GTQGGV

262 → GSNECG
271 →GGVAGT


	Pattern:

64→GSCWAI
105→GCHGGGI

223→GTQDGV

262→GNNECK

271→GGVAGI
	Pattern:

64→GSCWAI

105→ GCYGGI

233→ GVKDGI

262→ GNDECG

	THIOL_PROTEASE_CYS (Eukaryotic thiol (cysteine) proteases cysteine active site

) Q.{3}[GE].C[YW].{2}[STAGC][STAGCV]
	Pattern:

50→    QSNCGSCWAIAA
	Pattern:

60→        QSNCGSCWAIAA


	Pattern:

60→     QSNCGSCWAIAA
	Pattern:

60→       QSNCGSCWAIAA


	Pattern:

60→QSNCGSCWAIAA
	Pattern:

60→ QSNCGSCWAIAA

	THIOL_PROTEASE_HIS (Eukaryotic thiol (cysteine) proteases histidine active site) [LIVMGSTAN].H[GSACE][LIVM].[LIVMAT]{2}G.[GSADNH]


	Pattern:

213 →     GGHAVKLVGWG


	Pattern:

223→     GGHAVKLVGWG
	Pattern:

223 →     GGHAVKLVGWG


	Pattern:

223→       GGHAVKLVGWG


	Pattern:

223→
GGHAVKLVGWG
	Pattern:

223→ GGHAVKLVGWG

	Predicted secondary structure
	H→13.33

E→23.33

L→63.33
	H→15.71

E→18.21

L→66.07
	H→15.36

E→21.79

L→62.86
	H→15.36

E→22.50

L→62.14
	H→16.07

E→19.29

L→64.64
	H→17.14

E→20.00

L→62.86

	Globularity
	nexp =   162    (number of predicted exposed residues)

nfit =   115    (number of expected exposed residues

diff =    47.00 (difference nexp-nfit)


	nexp =   172  (number of predicted exposed residues)

nfit =   119   (number of expected exposed residues

diff =    53.00 (difference nexp-nfit)


	nexp =   164    (number of predicted exposed residues)

nfit =   119    (number of expected exposed residues

diff =    45.00 (difference nexp-nfit)


	nexp =   164    (number of predicted exposed residues)

nfit =   119    (number of expected exposed residues

diff = 45.00 (difference nexp-nfit)


	nexp =   165  (number of predicted exposed residues)

nfit =   119    (number of expected exposed residues

diff = 46.00 (difference nexp-nfit)


	nexp =   170(number of predicted exposed residues)

nfit =   119   (number of expected exposed residues

diff = 51.00 (difference nexp-nfit)




Table 4:  Comparative analysis of different motifs of cathepsin B protein of six Leishmania strains. The motifs were predicted by Predicted Protein Server.
