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EcDnak 341
TbHsp70.c 342
TbHsp70.4 338
TcHsp70B 341
TobHsp70 341
PfHsp70-1 351
HsHSPAG6 340
HsHSPA1A 338
BtHsc70 338
EcDnak 394
TbHsp70.c 402 |\
TbHsp70.4 396|)
TcHsp70B 399
TbHsp70 399
PfHsp70-1 409
HsHSPAG 398 |\
HsHSPA1A 396 | WF
BtHsc70 396|\
EcDnaK 454
TbHsp70.c 462
TbHsp70.4 456
TcHsp70B 459 GVPQIEVTED
TbHsp70 459 GVPQIEVTED
PfHsp70-1 469
HsHSPAG6 458
HsHSPA1A 456
BtHsc70 456
EcDnaK 513 QT QG HLLHSTZKQ AG--DIy PADTA ESAET
TbHsp70.c 521 TEREI‘ FDRIEEAVVRTVP--QPYSIH-KL RIAF P
TbHsp70.4 516 ARNS] TSI = SIE SIBPDV/QONMSQERO Gl QT VN
TcHsp70B 519 AKNeJL| S UIANFEUN S PN AGlSSRE TIRTSANE
TbHsp70 519 [ AKN[E]! S AN PN\/AGIE D AVTTANE
PfHsp70-1 529 AIN CGlUS QKU KEQPAISTETCMKTIT
HsHSPAG 518 ARNSN S I XA HVIRH NG E Q2 ESIERD)
HsHSPA1A 516 SHEGNA IS INVINS A VJWNE GIEKG]
BtHsc70 516 [KNSILES N EK QG
EcDnaK 571 EIAQQH QQQTAJF; DASIENNA-———
TbHsp70.c 578 KSAR-——--- REK HEWAILENE DN - ——
TbHsp70.4 576 B2 vfvKRIAMEQ: PH
TcHsp70B 579 GMERGGEM
TbHsp70 579 GMEGGD-AACGMZLECGMPGGMi
PfHsp70-1 589 DAL --—-[eANe
HsHSPAG6 578 GGPE—-—--V-
HsHSPA1A 576 GAe———([&P
BtHsc70 576 S ———EM
Elionserved within Hsps
EcDnakK  622|---————----—-——--KDDD-—---—f}——————
TbHsp70.c vlnvolved in allosteric switch
TbHsp70.4 630 |---——=——-———————————————|—————- )
TcHsp70B LGANPSS Interact with Hsp40
TobHsp70 636 5-—-AAn )
PfHsP70-1 644 D'”ker
HSHSPAG 620 Stabilize the lid
HsHSPA1A 620
BtHsc70 627 DGGMP repeat motif
EEVD motif

Figure S1. Multiple sequence alignment of predicted cytosolic Hsp70 proteins from 7. brucei and eukaryotic

and prokaryotic canonical Hsp70s.




Protein sequences for TbHsp70.c and it homologues and orthologues were retrieved from TriTrypDB and NCBI
and their accession numbers are given in brackets: HSHSPA1A (AQY76873.1); HsHSPA6 (NP_002146.2);
BtHsc70 (NP_776770.2); PfHsp70-1 (PF3D7_0818900); EcDnaK - E. coli DnaK (NP_414555.1); TbHsp70
(Tb927.11.11330); TcHsp70B  (Tc00.1047053511211.170); TbHsp70.4  (Tb927.7.710); TbHsp70.c
(Tb927.11.11290). ClustalW and Boxshade (http://www.ch.embnet.org/software/BOX_form.html) software was
used to generate this alignment. Identical residues are white against a black background, and similar residues are
against a grey background.



