
CtPFD1
121 a.a. MW=13423.81

ATGTCACTAAGCACAGAGGCGCTACAAAAGCTTGTGCGGGAGATTGAGTCCCAGGCGATTGCGGCACAGCAGCAGATCAGCCTGGTGAGG
 M  S  L  S  T  E  A  L  Q  K  L  V  R  E  I  E  S  Q  A  I  A  A  Q  Q  Q  I  S  L  V  R 

ACACAAATCGCAGCCAAGCAGCGGGAGATGCGGCTGGCGCAGTTGACGCGCAGCGAAATCTCCGCACTGCCCAGCGATACGGACGTATAT
 T  Q  I  A  A  K  Q  R  E  M  R  L  A  Q  L  T  R  S  E  I  S  A  L  P  S  D  T  D  V  Y 

GAAGGTGTTGGGAAGATGTTCGTGGCGGTGCCGGTGCCGGCGATGCAGGATAAGCTGGGGGAGCAGATCAAGACTCTAGAGGGCGAGGTG
 E  G  V  G  K  M  F  V  A  V  P  V  P  A  M  Q  D  K  L  G  E  Q  I  K  T  L  E  G  E  V 

GAGACGATGAACAAGAGGCTGCACTACCTGGAGACAACTGCGAAGAACAGCCAGGAGCACATCGAGAAGATTATCAAGGGCGGTGGTCAG
 E  T  M  N  K  R  L  H  Y  L  E  T  T  A  K  N  S  Q  E  H  I  E  K  I  I  K  G  G  G  Q 

TCATAA
 S  * 

CtPFD2
117 a.a. MW=13449.85

ATGGCGACACAGTCTGCAGCAGCAAAGAGGCAGCAAGACCTCCAGCTGCAGTATACCACTTATAAGAACACCCTGCAGCAAATTGCCCAG
 M  A  T  Q  S  A  A  A  K  R  Q  Q  D  L  Q  L  Q  Y  T  T  Y  K  N  T  L  Q  Q  I  A  Q 

AAGATTGGAGATGTCGAGCAGGAGGCTGAGGAGCACAAGCTTGTTCTTGAGACTTTGGAGCCTCTCCCAGGTGACCGCAAATGCTTCCGT
 K  I  G  D  V  E  Q  E  A  E  E  H  K  L  V  L  E  T  L  E  P  L  P  G  D  R  K  C  F  R 

ATGATCAATGGCGTCTTGGTGGAAAGAACCGTCCAGGATGTGATTCCTGCTCTTCGGACCAACGCTGAAGGGCTGAAGAAGGTCCTCGAA
 M  I  N  G  V  L  V  E  R  T  V  Q  D  V  I  P  A  L  R  T  N  A  E  G  L  K  K  V  L  E 

GATCTTGTAAAACAATACAAGGCGAAACAGGATGAACTTGAGCAGTGGAAGAAGAAAAACAACGTTCAGGTCGTGCAGTCATGA
 D  L  V  K  Q  Y  K  A  K  Q  D  E  L  E  Q  W  K  K  K  N  N  V  Q  V  V  Q  S  * 

CtPFD3
180 a.a. MW=20558.89

ATGGCCAGTCAAGCAAAAGAAGCGGCGACAAAGGACGCTACCCCCTCGAACCCCCGCGGCATTCCCTATGCGCCGTTCGTCGACAAGGTC
 M  A  S  Q  A  K  E  A  A  T  K  D  A  T  P  S  N  P  R  G  I  P  Y  A  P  F  V  D  K  V 

GAGGACTATGTGTCGTCACGGGACGATGTCGAGCCGACGCTGCGGCGATTCCAAGAGCTGATCGCGAAGTATCAGTTCATGGAGCAGAAC
 E  D  Y  V  S  S  R  D  D  V  E  P  T  L  R  R  F  Q  E  L  I  A  K  Y  Q  F  M  E  Q  N 

CTGCAGCGGAGGGTAGCCGGTCTGAAGGATAAGATGCCCGACATCCAAAAGACCTTGGATACGGTGCGGTTCTTGAAGCTCAGGACGTCC
 L  Q  R  R  V  A  G  L  K  D  K  M  P  D  I  Q  K  T  L  D  T  V  R  F  L  K  L  R  T  S 

GAGTCGGATCCGATCGAGACAACCTTTGAGCTGAACGACACGCTCTATGCGAAGGCCGAGATCCCGCCGACGGACGAGGTCTATCTCTGG
 E  S  D  P  I  E  T  T  F  E  L  N  D  T  L  Y  A  K  A  E  I  P  P  T  D  E  V  Y  L  W 

CTTGGTGCCAACGTCATGCTAGCGTATCCTCTCGACGAAGCAGAGCAGCTCCTGGATTCGAAACTCAAGGCGGCAAAGCAGAGTCTGGCT
 L  G  A  N  V  M  L  A  Y  P  L  D  E  A  E  Q  L  L  D  S  K  L  K  A  A  K  Q  S  L  A 

AACTGCGAGGAGGACCTGGACTTTCTGCGCGAGCAGATCACGACCATGGAGGTCGCCATCGCGAGAGTGTACAACTGGGACGTCAGCTCA
 N  C  E  E  D  L  D  F  L  R  E  Q  I  T  T  M  E  V  A  I  A  R  V  Y  N  W  D  V  S  S 

TAA
*

Supplementary Fig. S1  Nucleotide and amino acid sequences of CtPFD subunits.



CtPFD4
134 a.a. MW=15645.89

ATGAACATAAGTCGGCGAATGGAGGAGGAGGAGGCTATAGGCGAGGATGTCGAGGTACGCCGCGAGGACCAGGACAAGATCAACAGGTTC
 M  N  I  S  R  R  M  E  E  E  E  A  I  G  E  D  V  E  V  R  R  E  D  Q  D  K  I  N  R  F 

AGCCGTCTGCATGGCCACGAATTGGCGATTGAGGAGGAGCTGAAGGCGAAGCAGAAGGAGAAGGAAGAGTTGGACGATATCACAACGGAG
 S  R  L  H  G  H  E  L  A  I  E  E  E  L  K  A  K  Q  K  E  K  E  E  L  D  D  I  T  T  E 

TTGGAGCTTGCCGACGAAGACGAGCTTGTCCCATACAAAGTCGGCGACGCATTCTTCCACATTCCCCTCCCCCAAGCCCAAGAGATGCTC
 L  E  L  A  D  E  D  E  L  V  P  Y  K  V  G  D  A  F  F  H  I  P  L  P  Q  A  Q  E  M  L 

GGTATTTCGACGGCGAAGCTCGAGGAGGAAATCTCACAACTTGAGGAGAAGCTGAGCAATATCCGCGATGAGATGTCACAACTAAAGGTG
 G  I  S  T  A  K  L  E  E  E  I  S  Q  L  E  E  K  L  S  N  I  R  D  E  M  S  Q  L  K  V 

GAGTTGTACGCAAGATTTGGCAAGACCATCAATCTCGAGACATGA
 E  L  Y  A  R  F  G  K  T  I  N  L  E  T  * 

CtPFD5
165 a.a. MW=17724.67

ATGGCCAGCCGCAGCGGTCAAGATAAACAAGGACAAGGAGAGGCAGTCGATCTTGCATCCCTCAGCGTACAACAACTCAGTACAGTGAAG
 M  A  S  R  S  G  Q  D  K  Q  G  Q  G  E  A  V  D  L  A  S  L  S  V  Q  Q  L  S  T  V  K 

AAGCAGCTTGACGGAGAAGTCGAGCACCTATCAACGTCGTACGCGCAGTTGGTGGCCGCTCAGGGGAAGTTTAAAGAATGTCTACGCATT
 K  Q  L  D  G  E  V  E  H  L  S  T  S  Y  A  Q  L  V  A  A  Q  G  K  F  K  E  C  L  R  I 

GTCAAGGACAGAGCATCAACGCTTGAGAAGGATAAAACCGTTCTCGTTCCCCTTACCAACTCCCTCTACGTCAAGGGAAAGCTGTCCGAC
 V  K  D  R  A  S  T  L  E  K  D  K  T  V  L  V  P  L  T  N  S  L  Y  V  K  G  K  L  S  D 

CCGGAACACGTGCTCGTTGATGTCGGAACGGGCTTCTACGTGGAAAAGGACACGACCAGCGCAGCTGAATTTTACGAAGGCAAGATCAAG
 P  E  H  V  L  V  D  V  G  T  G  F  Y  V  E  K  D  T  T  S  A  A  E  F  Y  E  G  K  I  K 

GAGCTAGCGACCAATATCCAGGGACTGGAGGGCATTGTGCAGGCAAAAACAGCAAATCTCCGAGTTGTGGAAGAAGTCCTTCGGCAAAAG
 E  L  A  T  N  I  Q  G  L  E  G  I  V  Q  A  K  T  A  N  L  R  V  V  E  E  V  L  R  Q  K 

GTACTCGCTTCAAACGCTGCTGGAACGGGAGCAAAGCAATCTTCATGA
 V  L  A  S  N  A  A  G  T  G  A  K  Q  S  S  * 

CtPFD6
124 a.a. MW=14013.59

ATGGCTGAAATCCAGGCCCGCCTTCAAGCCCTCTCTGAGGAGTTCAGCAAGCTCCAACAAGATCTCCAAGATGCTCTGCAATCAAGACAG
 M  A  E  I  Q  A  R  L  Q  A  L  S  E  E  F  S  K  L  Q  Q  D  L  Q  D  A  L  Q  S  R  Q 

AAGCTCGAGGCGCAGAAGCAAGAAAACCTTGGGGTCCAAAAGGAGTTCAAGAAGCTCAAGGAGGGCGAAAACATCTACAAACTGATCGGC
 K  L  E  A  Q  K  Q  E  N  L  G  V  Q  K  E  F  K  K  L  K  E  G  E  N  I  Y  K  L  I  G 

CCTGTTCTTCTCAAGCAAGACAAGGTTGATGCAGAGAGCATAGTCAATGGTCGTCTAGACTTTATTGACAAGGAAATCAACCGAATAGAA
 P  V  L  L  K  Q  D  K  V  D  A  E  S  I  V  N  G  R  L  D  F  I  D  K  E  I  N  R  I  E 

ACTCTCATCAAGGAACTCCAGGGCAAGATCGAGAAAAAGAAAGGGGAGATTATCCAGGTGCAAAGTGGTTTGCAAGCAGCGGCAGTTCAA
 T  L  I  K  E  L  Q  G  K  I  E  K  K  K  G  E  I  I  Q  V  Q  S  G  L  Q  A  A  A  V  Q 

GCCGTCAAGGCATGA
 A  V  K  A  * 



Supplementary Fig. S2 Amino acid sequence alignments of Prefoldin subunits

Ct: Chaetomium thermophilum
Sc: Saccharomyces cerevisiae 
Hs: Homo sapiens
En: Emericella nidulans













Supplementary Fig. S3 X-ray diffraction pattern from a crystal of CtPFD. 



Supplementary Table S1 Primers, vectors, host strains for expression of PFD subunits 
 
PFD1 
Forward primer: GGAATTCCATATGTCACTAAGCACAGAGGCGC 
Reverse primer: CGGGATCCATTATGACTGACCACCGCCCTT 
Expression vector: pET-23b 
Expression host: E coli. BL21 star (DE3) pRARE 
Complete amino-acid sequence of the construct produced: 
MSLSTEALQKLVREIESQAIAAQQQISLVRTQIAAKQREMRLAQLTRSEISALPSDTDVYEGVGKMFVAVPVPAMQDKLGE
QIKTLEGEVETMNKRLHYLETTAKNSQEHIEKIIKGGGQS 
Molecular Mass: 13290.77 g/mol 
 
PFD2_His 
Forward primer: GGAATTCCATATGCACCACCACCACCACCACATCGAAGGGCGTGCGACACAGTCTGCAGC 
Reverse primer: CGGGATCCTCATGACTGCACGACCTGAACG 
Expression vector: pET-23b 
Expression host: E coli. BL21 star (DE3) pRARE 
Complete amino-acid sequence of the construct produced: 
MHHHHHHIEGRMATQSAAAKRQQDLQLQYTTYKNTLQQIAQKIGDVEQEAEEHKLVLETLEPLPGDRKCFRMINGVLVE
RTVQDVIPALRTNAEGLKKVLEDLVKQYKAKQDELEQWKKKNNVQVVQS 
Molecular Mass: 14858.17 g/mol 
 
PFD3_Strep 
Forward primer: GGAATTCCATATGGCCAGTCAAGCAAAAGAAGC 
Reverse primer: CTCGAGTTATTTTTCAAACTGTGGATGCGACCAACGCCCTTCGATTGAGCTGACGTCCCAGTTGTACAC 
Expression vector: pET-23b 
Expression host: E coli. Rosetta2 (DE3) pLysS 
Complete amino-acid sequence of the construct produced: 
MASQAKEAATKDATPSNPRGIPYAPFVDKVEDYVSSRDDVEPTLRRFQELIAKYQFMEQNLQRRVAGLKDKMPDIQKTLD
TVRFLKLRTSESDPIETTFELNDTLYAKAEIPPTDEVYLWLGANVMLAYPLDEAEQLLDSKLKAAKQSLANCEEDLDFLRE
QITTMEVAIARVYNWDVSSIEGRWSHPQFEK 
21918.95 g/mol 
 
PFD4 
Forward primer: GGAATTCCATATGAACATAAGTCGGCGAATGGAG 
Reverse primer: CGGGATCCTCATGTCTCGAGATTGATGGTCTTG 
Expression vector: pET-23b 
Expression host: E coli. Rosetta2 (DE3) pLysS 
Complete amino-acid sequence of the construct produced: 
MNISRRMEEEEAIGEDVEVRREDQDKINRFSRLHGHELAIEEELKAKQKEKEELDDITTELELADEDELVPYKVGDAFFHIP
LPQAQEMLGISTAKLEEEISQLEEKLSNIRDEMSQLKVELYARFGKTINLET 
Molecular Mass: 15515.05 g/mol 
 
PFD5 
Forward primer: GGAATTCCATATGGCCAGCCGCAGC 
Reverse primer: CGGGATCCTCATGAAGATTGCTTTGCTCCCG 
Expression vector: pET-23b 
Expression host: E coli. BL21 star (DE3) pRARE 
Complete amino-acid sequence of the construct produced: 
MASRSGQDKQGQGEAVDLASLSVQQLSTVKKQLDGEVEHLSTSYAQLVAAQGKFKECLRIVKDRASTLEKDKTVLVPLT
NSLYVKGKLSDPEHVLVDVGTGFYVEKDTTSAAEFYEGKIKELATNIQGLEGIVQAKTANLRVVEEVLRQKVLASNAAGT
GAKQSS 
Molecular Mass: 17591.16 g/mol 
 
PFD6 
Forward primer: GGAATTCCATATGGCTGAAATCCAGGCCC 
Reverse primer: CGGGATCCTCATGCCTTGACGGCTTGAAC 
Cloning vector: pET-23b 
Expression vector: pET-23b 
Expression host: E coli. BL21 star (DE3) pRARE 
Complete amino-acid sequence of the construct produced: 
MAEIQARLQALSEEFSKLQQDLQDALQSRQKLEAQKQENLGVQKEFKKLKEGENIYKLIGPVLLKQDKVDAESIVNGRLD
FIDKEINRIETLIKELQGKIEKKKGEIIQVQSGLQAAAVQAVKA 
Molecular Mass: 13879.64 g/mol 




