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Fam66:
Peptidyl-prolyl cis-trans
isomerase (cyclophilin-type)

C TcCLB.511825.63
TcCLB.508323.94

TcCLB.511237.110
T B 0 ae 0700020
v
1001100 Tel3000.7.80
Tb927.7.280"

_|—_Tc|L3000.7.2680
Tbh927.7.3430
TvY486_0703330

TcCLB.509499.10
TcCLB.510947.50

0.54/-

0.99/82

TcIL3000 %2030

7.8.200
1.00100 L TvY486 0801500

TcCLB.510259.50
TcCLB.470399.10
1.00/- TcCLB.509215.40
TclL3000.0.06320
TclL3000.0.06330

Th927.2.1560*
Th927.2.1680*
TvY486_0200172

—— TcCLB.506925.30
TclL3000.11.810

1.00/100

1.00/100

1.00/100 TvY486 1100730
I_hm 03.0250

4 N\
Key: Th927.927.
T. brucei

TvY486 Y486
T. vivax

TclL3000.
T. congolense

TcCLB.
T. cruzi

- J

0.1 sub/site

TcCLB.511577.40
|—| L TcCLB.504797.10
TvY486_0901060

1.00/100 |_|: Tb09.160.2070
TclL3000.9.1010

1.00/100

0.61/-

TcCLB.511217.10

| E TcCLB.503581.20
TclL3000.8.5070

Tb927.8.5230

TvY486_0804800
[ TcCLB.507009.100
TcCLB.510667.60

0.65/-

0.99/-

TvY486_0905460
7.00/100 _|_|_— Th09.211.2580
TcIL3000.9.4760

1.00/100

C TcCLB.506885.400
TcCLB.503687.40

TclL3000.9.3590
1.00/100 _|_—Tb09 211. 1350
TvY486 09042
— T TcCLB. 508577 10
TcCLB.507521.70

TclL3000.7.3940
1.00/100 _|__|:Tb927.7.4770
0.87/70 TvY486_0704844

0.96/75

1.00/100 1.00/100

1.00/91

TclL3000.0.57270
TclL3000.0.30000

0.55/-

| I Tbh927.5.1370*

TcCLB.504215.10

_|rf TcCLB.508891.20
Tb927.10.13220

—————————  TcIL3000.10.11310
TvY486_1012800

[ TcCLB.508851.100
TcCLB.511589.50

TvY486_0036190
TvY486 1110020
TvY486_ 0042950
TvY486_1109980
vY486_ 0008060
TvY486_001
TcIL3000 11 .9920
Tb11.01.1215

TvY486_1015540

NOTES:

Fam66 comprises a family of peptidyl-prolyl cis-trans isomerase genes that encode cyclophilin-type proteins which are predominantly
expressed within the cell. However, a minority of these predicted proteins in T. brucei have signal peptides and these are marked with an

asterisk *.

The Bayesian phylogram was estimated from a multiple nucleotide sequence alignment of 618 characters, using MrBayes under default
settings. The tree is mid-point rooted on the most divergent clade. Selected nodes are supported by posterior probabilities and non-parametric
bootstraps generated from a maximum likelihood analysis under a GTR+I" model.
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