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The sequences of the peptide binding domains of 33 70 kd
heat shock proteins (hsp70) have been aligned and a
consensus secondary structure has been deduced.
Individual members showed no significant deviation from
the consensus, which showed a 3,o motif repeated twice,
followed by two further helices and a terminus rich in
Pro and Gly. The repeated motif could be aligned with
the secondary structure of the functionally equivalent
peptide binding domain of human leucocyte antigen
(HLA) class I maintaining equivalent residues in
structurally important positions in the two families and
a model was built based on this alignment. The inter-
action of this domain with the ATP domain is considered.
The overall model is shown to be consistent with the
properties of products of chymotryptic cleavage.
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Introduction

Heat shock proteins of the hsp70 class form a highly
conserved family found in cells of all types in both
constitutive and inducible forms. They appear to function
by binding to unfolded segments of peptide chain and play
a central role in controlling folding and unfolding of proteins
and in their transport across intracellular membranes
(Schlesinger, 1990; Rothman, 1989). The structural basis
for this general binding property has not yet been defined,
but it is known that energy from ATP hydrolysis is required
to dissociate the complexes and a peptide dependent ATPase
activity has been demonstrated (Flynn et al., 1989;
DeLuca-Flaherty et al., 1990). This ATPase has been well
characterized using the clathrin uncoating activity of hsp70
as a functional assay in parallel with measurements of clathrin
binding (Chappell er al., 1986; Heuser and Steer, 1989).
The N-terminal ATP-binding domain has been isolated as
a proteolytic fragment, its structure has been determined by
X-ray crystallography (Flaherty er al., 1990) and has been
shown to be similar to that of actin (Kabsch et al., 1990).
The proteolysis experiments also established that peptide
binding was associated with the C-terminal 250 residues
(Chappell et al., 1987). In this paper we examine the known
properties of this segment of the molecule in a search for
clues to the mode of action of the protein family. By use
of secondary structure prediction, sequence alignment and
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modelling techniques, we show that this binding domain
could have a structure very similar to that of the HLA
molecule, another protein which can bind a variety of peptide
sequences. The possible interactions of this domain with the
ATP binding domain are considered.

Results and Discussion

The first 150 residues immediately following the ATP-
binding domain were predicted mainly as alternating -
strands and bends and were followed by a region of more
variable sequence, predicted as a-helix. Prolines were highly
conserved in a number of positions (Figure 1). A more
critical examination revealed a consistent helical prediction
in the middle of the 3-strand region, so that the whole domain
could be described approximately as 44, a pattern
which agrees with an HLA-type fold. The validity of this
tentative parallel was reinforced by the ability of both HLA
and hsp70 to bind a wide range of peptide sequences (Flynn
et al., 1989). A further interesting clue in this respect is that
the human MHC which includes the genes for HLA also
contains genes for hsp70 (Sargent et al., 1989).

In the absence of any significant sequence identity we used
the secondary structure predictions for the hsp70 protein
family and the positions of functionally important amino
acids, especially prolines to guide a sequence alignment of
the two families (Figure 1) from which a three-dimensional
model of the binding domain of the human protein (Hunt
and Morimoto, 1985) based on the known structure of the
a0, domains of HLA-A2 (Bjorkman er al., 1987) was
generated, introducing only a few gaps in existing loop
regions. Because of ambiguities in the secondary structure
prediction, two alternative models were considered. Both
agree in the first half of the protein which comprises four
B-strands and a long helix. The first model (Figure 2) tries
to satisfy the apparent two-fold symmetry in HLA, but this
has the consequence that a relatively well predicted and
conserved strand (residues 458 —461, RFEL in human
hsp70) is incorporated into the end of the first long helix.
However, it should be noted that the predicted secondary
structure of HLA (shown as top line of the alignments) also
includes a (3-strand in this position in place of the extension
of this helix. The imposition of a helical conformation formed
a complete binding cleft on this end. This model has the
further advantage that only a few small insertions and
deletions are necessary to align the secondary structure
elements satisfactorily. By contrast, if one puts more weight
on the secondary structure prediction, one then has to
accommodate the strand in the succeeding sheet. This second
model (Figure 3) in which the cleft is open shifts the residues
in the final strand into the second helix (see alignments in
the figures). Compared with HLA, the total number of
hydrophobic residues in the predicted sheet is lower for hsp,
but still large enough to create hydrophobic patches on both
sides of the sheet, suggesting that parts of the lower face
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of the sheet in hsp70 either interact with the C-terminal
helices or the ATPase domain. The hydrophobic residues
pointing into the cleft might correspond to the supposed
preference of the heat shock proteins to bind hydrophobic
regions in incompletely folded polypeptides. This preference
would be reinforced by a stripe of five conserved
hydrophobic residues in the first a-helix (V, V, M, L, F),
all pointing into the binding site. The corresponding residues
in the second helix are more polar and only moderately
conserved. In HLA these residues (the ‘p’ positions in the
alignment of Brown et al., 1988), vary widely and determine
the HLA specificity. By contrast hsp70 is a more highly
conserved protein of broad specificity and the variation
within a species correlates mainly with the intracellular
location (Craig et al., 1989). Too few ATPase activating

peptides have been studied to establish a correlation between
structure and binding (Flynn ez al., 1989; DeLuca-Flaherty
et al., 1990) which could be used in the model building, but
from the scarce data available it is obvious that not all binding
peptides are very hydrophobic (DeLuca-Flaherty et al.,
1990). This would not be surprising if the peptide binding
is not mediated by side chain interaction, but by interaction
with the peptide backbone, as suggested by T.Hubbard and
C.Sander (submitted).

The intron positions of the human hsp70 protein
(Dworniczak and Mirault, 1987) were checked for
compatibility with the models. In both models the intron
positions are found in positions outside the well defined -
strand elements in the kink of the first helix; the second intron
is in the loop connecting strands seven and eight (model 1)

A

1 bbbbbbb bbbbbb bbbbbb aaaaaa bbbbb  bbbb SS prediction
| BBBBBBBBBB BBBBBBBB BBBBBBB BB AAAA AAAAAAAAAAAAAAAAAAAAAAAAAAAAA SS definition
GSHS ETSVSRPGRG IDDTQ RME P! TRS' H. LGT:. YYNQSDG s :HA11PONPY
GSHSL. TAVSRPGLGE DTQF RME! YW TRNAKGNA] LNT: YYNQSEA s :HA1ABOVIN
GSHS YTSVSRPGLGE] DTQF D RME! WM byeid TAl LNT. YYNQSAA s :HA1ARABIT
GPHS FETAVSRPGLEE] VDNKEF] D RYE! PWI T QE] YYNQSAG s :HA11MOUSE
GQHSLQYJFHTAVSRPGLG! DTQF D RME Wi T HE]| S 'AQSYYNQSKG s:HA17MOUSE
GPHSLRY[FVTAVSRPGLG DTEF D RYE W T N, YYNQSKG s :HA1BMOUSE
GPHS FET VSRRGLG NKEF D RYE PW| 1T, Q! YYNQSAG s :HA1LMOUSE
GSHS. IFTSVSRPGRG! VIDDTQF] D RME WI YWDGETRK S LGT: YYNQSEA s :HA1AHUMAN
GSHSMRY[FYTSVSRPGRG VDDTQF) D P| REE WI Y Q S YYNQSEA s : HAIMHUMAN
CSHS FDTAVSRPGAG! DTQF D P| RGE! P! E Q. YYNQSED s :HA1XHUMAN
GSHSL! 'TSVSRPGRG! DTQF; D! P| RMV. SE T. YYNQSEA s : HA1ZHUMAN
VKD LDVI LIGGVMTPLVER TQKK ST. VTIVVL I TDI PPA 1:CHTOMP3D
VKD {LDVT VFTKLIER] TSKS ST. QTAVDI]| MSAD! TDI PPA 1 :DNAKBACME
VKDVILLLDVT VMTTILTA [TKHS ST. SAVTI] RAAD] LGQF! GI NPA 1:!HSLE
VTDV|LLLDVT EGGVFTRFI R 'KKS:! STAAAGQTSVEI L IGN. GI PPA 1:HS77YEAST
DETKDL{JLLDVA MQGDMFGI| R IKRRTFTTCADNQTTVQFP N' GEF' NI PMM 1:HS75YEAST
SKTQDL{IUIL.DVA GGVM' (TIPRNIST I STKKF' STYAD VLI N| SGI PPA 1:HS71YEAST
KQTEGL DVT ITAGGVMTSI{TKRNT T IPIrKKS: STYAD VHI TFESGI PPP 1:HS70TRYCR
ER SDL DVT T TAGGVM' 1| TIPIKKE STY VLI SGI PPA 1:HS70MAIZE
EDTGEIMULDVN VM " VIPIKKS STAA VTI M L DITGL PPA 1:CELHSP3
GKIQDVILLWVDVA AGGVM TERNCRIIPCKQTKTFST VST NNALGTFDIUSGI PPA 1:HHFF72
QDTGDLVIUL.HVC VGGVM' " TKNS ST. VTIKV L GTFDIUTGI PPA 1:GR78HUMAN
ENVQDLIL{IILDVA AEEVHT ‘ TIPIPKQT TT VLI NI SGI PPA 1:HS70HUMAN
ENVQDL{L{LILDVT A VM'Tﬁ IKRNTT IPITKQTQTFTT ¥PIGVLI TGI PPA 1:HS71HUMAN
| aaaabbhpbbb b bbbb  abbbbb bbbb bbbbbbaaaaaaaaa bbbb SS prediction
: gy Y
bbbb bb bbb bbbaaaaaaaaaaaaaaaaaaa aaaaaaaaaaaaa aaaaaaaa 179
BBBBBBBBBBB BBBBBBBBBBB BBBBBB BBB AAAAAAAAAAAAA AAAAAAAAAA AAAAAAAAAAAA |
GISHTI a!MFG Y GKD RS QRKWEAAGAAEQDRAEhBGL KETL s:HA11PONPY
GSHTLRWMSG! F| RD RSWTA EA 'KRKWEAAGYAEVQRNN[LEGE KDTL s:HA1ABOVIN
ISHTFRQITMFG GY AD RS AAQNTQRKWEAAGEAERHRAN|LERE IGKETL s:HA1ARABIT
IS HTLpQMSG Y. GRD' K TRRKWEQSGAAEHYKANLEGE R NATL s:HA11MOUSE
ISHTLOWMYG Y GRD' KTWTAV] RRKWEQAGIAEKDQAN|LEGT KETL s :HA17MOUSE
SHTIQVISG Y GCD K' KHKWEQAGEAERL! EGT! NATL s :HA1BMOUSE
HTLLWMYG Y CD KT! y S RRKWEQAGAAEYY. EGE R NATL s :HA1LMOUSE
HTV]| YG! Y KD RS QTTKHKWEAAHVAEQL) EGT: KETL s :HA1AHUMAN
HTLOISMYG! H KD' RS AR QRKWEAAREAEQ) EGE KDKL s : HAIMHUMAN
HTLOIRMSG! Y GKD RS AR QRKWEAARAAEQL! EGL KETL s :HA1XHUMAN
HTLOWMHG Y. GKD RS 'AA EQKSNDASEAEHQ! EDT! K KETL s : HA1ZHUMAN
GHPRIEVTF REQ! ASSG LKE DAELHKEEDKQRKEASDVKNE. F VKDY 1:CHTOMP3D
GVPRIIEVS KEQ. SG LNE! AEANAEADRKFEE TRN HS' VEEA 1 :DNAKBACME
MPRIEVT; KEQ) SSTG I@ AEENADADKQRKE LRNE. FT' LKDL 1:!HSLE
GVPRITEVT, KDS SSG L AEANAEADRKFEE TRNK HS VEEA 1:HS77YEAST
GE EAT A GKSS N DAEKFAEEDKKLKERIPDARN:! Y IGDK 1:HS75YEAST
GV EVT, A GKSN: G EAEKYADEDEKRRQRMI'SRN. HVL VEQA 1:HS71YEAST
RGVPRILEVTFDILD. QTGKRN! G EAEKYADEDEKHRQRIITSRN. F VEQA 1:HS70TRYCR
GVPRIL TVTFD{ TINGQKN G EAEKYKSEDEELKK: AKN. Y| IKDD 1:HS70MAIZE
GVPQILEVT D QTIGNKN N. DAEKFAEEDKKLKERIPDTRN! Y IGDK 1:CELHSP3
GV EVT P IGKAKI G DAEKYKAEDEENRKRTJEARN Y SLEDQ 1:HHFF72
GVPIILEVT: D IGNKN; N DAEKFAEEDKKLKERIPTRN: Y IGDK 1:GR78HUMAN
GV EVTF A IGKAN G EAEKYKAEDEEVKKKVPDAKN. Y IKDD 1:HS70HUMAN
PRGV EVTF A GKEN G EAEKYKADDDAQRE. AKN. MVEDE 1:HS7 1HUMAN
bbbbbbbaaa abbbaaaa bbbbb aaaaaaaaaaaaaaaaaaaaaaaaaaaa aaaaaaaaa |
gy Ep UEE
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or at the very beginning of the second helix (model 2). The
arrangement is plausible but it differs significantly from
HLA, where the two exons code exactly for the two halves
of the domain. The two main exons coding for the binding
site in hsp70 would adopt a more symmetric relationship in
model 2 (both exons coding for a helical part and four
strands, compared with four and three strands for the two
respective exons in model 1). A good test for the right model
would be the introduction by site-directed mutagenesis of
the disulphide bond present in (nearly) all HLA class I
molecules (Cys101 —Cys164) into the heat shock protein at

hsp70 peptide binding domain model

the positions predicted by the two models. As the last two
helices which are predicted from the heat shock sequences
seem not to be involved in protein binding (Chappell et al.,
1987), no attempt has been made to include them in the
structural models.

The secondary structural and functional relation of the
hsp70 proteins and the antigen-presenting MHC class I
proteins allowed the generation of the hypothetical models
for the former presented above. The secondary structure
prediction in itself would not have been sufficient to pinpoint
HLA as the basis for the model building as it is usually only

B 1 bbbbbbb bbbbbb bbbbbb aaaaaa bbbbb bbbb SS prediction
| BBBBBBBBBB BBBBBBBB BBBBBBB AAAAAAAAAAAAAAAAAAAAAAAAAAAAA SSs definition
PR q PDTQF] HE YW TRS " AC) . DLGTLRGYYNQSDG s:HA11PONPY
GNVDDTQF] YW TRN NA . LNTLRGYYNQSEA s:HA1ABOVIN
G MPDTQF] YW : "'l' i LNTALRYYNQSAA s :HA1ARABIT
DNKEF] :\ ‘< Ql . SLRNLLGYYNQSAG s:HA11MOUSE
DDTQF] :;“ H ‘ SLRTAQSYYNQSKG s :HA17MOUSE
DDTE :I “ N . DLRTLLGYYNQSKG s :HA1BMOUSE
NKEF o) “ Q! . LRTLLGYYNQSAG s :HA1LMOUSE
DDTOQFY EYWDGETR " . DLGTLRGYYNQSEA s :HA1AHUMAN
DDTQF] EYW " ) li‘ SLRNLRGYYNQSEA s : HAIMHUMAN
DDTQF) » .‘ A . SLRNLRGYYNQSED s : HA1XHUMAN
DDTQF] P SEYWDRETRSARDT. RVNLRTLRRYYNQSEA s :HA1ZHUMAN
GGVMTH [FOKKQIFSTAADNOHAVTIVVLE ERPMAKD 1:CHTOMP3D
IGGVFTKY i SKS '., ST QTAVDI MSAD 1 :DNAKBACME
P KHS STAEDNQSAVTI ; Di RAAD! 1:!HSLE
E PITKKS QIF STAAAGQTSVE IR ; Da LVRD 1:HS77YEAST
GM IKRRTFTTCAD)] EERVNGY NT 1:HS75YEAST
ISTKKF: : 9. lil 1:HS71YEAST
E KKSQUFSTY EIGERP u‘«- 1:HS70TRYCR
I} KKE i :i n‘- 1:HS70MAIZE
KKS H o. r"l 1:CELHSP3
T} KQTKTFSTY. B D. ; DNN 1:HHFF72
EIVIGGVM [TKNS! : Di' h" 1:GR78HUMAN
VMTA RN T TIITKQT! ; Di \" DNN 1:HS70HUMAN
P VM’ T T IITK QT , 3 FIG ERAMTEIDNN 1:HS71HUMAN
| aaaabbbbbbb b bbbb abbbbb bbbb bbbbbbaaaaaaaaaa SS prediction
N
PN
bbbb bb bbb bbbaaaaa aaaaaaaaaaaaaa aaaaaaaaaaaaa aaaaaaaa 179
BBBBBBBBBBB BBBBBBBBBBB BBBBBB BBB AAAAAAAAAAAAA AAAAAAAAAA AAAAAAAAAAAA
GSH! RMF'GC QHAYDGKD A HOQPRAYLEGLCVESLRRY! s:HA11PONPY
GSH WMISGC RR QYGYDG VORNYLEGECVEWLRRY s :HA1ABOVIN
GSHTEQT GCEVWA QYAYDG EHAA RAYLERECVEWLRRY! G. s:HA1ARABIT
GSHTILOOMSGC D! QFAYEG a'e”“' HYKAYLEGECVEWLHRY. GNA' s :HA11MOUSE
GSHTILOWMYGCDM| QFAYEG. E- KDQAYLEGTCMQSLRRY. GKE s :HA17MOUSE
GsHTIpVIEGCH YAYDG! RLRAYLEGTCVEWLRRY NA' s :HA1BMOUSE
GTHTILOWMYGCDM QFAYDG YYRAYLEGECVEWLHRY. NA' s :HA1LMOUSE
GSHTVR! GCDM@SD QYAYDG! AL RAYLEGTCVEWLRRY s :HA1AHUMAN
GSHTILR: GC! GHDQYAYDG! RAYLEGECVEWLRRY s :HA1MHUMAN
GSHTILR! GC QSAYDG! m‘g QLRAYLEGLCVEWLRRY! s :HA1XHUMAN
GSHTILO! GC D QFAYDG HQRAYLEDTCVEWLHKY! G s : HA1ZHUMAN
TGRFPLT HPQIEVTFDID. ';; LHKEEDKQRKEASD A 1:CHTOMP3D
G LT VSFDID DAEANAEADRKFEELVQ' 1:DNAKBACME
G LD P, MP VTXDID. AEENADADKQRKEEVE! 1:!HSLE
IGNFIT LA 'VTFDID. AEANAEADRKFEELVQ' (e 1:HS77YEAST
GHFPLKI GEP' AIFEVD. AEKFAEEDKKLKERID. 1:HS75YEAST
GKFELS VTFDVD KYADEDEKRRQRVT H 1:HS71YEAST
P ELS VTFDLD. KYADEDEKHRQRIT! 1:HS70TRYCR
GKFELS VTFDID KYKSEDEELKKKVE, 1:HS70MAIZE
GKFPDLT VTFEID KFAEEDKKLKERID! 1:CELHSP3
TFPLS VTFDLD. KYKAEDEENRKRIE, 1:HHFF72
TFPLT VTFEID KFAEEDKKLKERID 1:GR78HUMAN
GRFELS VTFDIDA KYKAEDEEVKKKVD, 1:HS70HUMAN
GKFELT VTFDIDA KYKADDDAQRERVD,. 1:HS7 1HUMAN
bbbb bbbbbbbaaa aaaaaaaaaaaaaaaaaaaaaaa aaaa
1] @ H B 545
[l
I8 #el o
b

Fig. 1. Alignments of the peptide binding domains of the HLA family and the hsp70 family. Only sequences with high diversity are shown.
Conserved structurally important prolines and glycines, hydrophobic and hydrophilic residues are boxed and summarized below the alignments. In
order to indicate the positions of the strands and helices, the secondary structure definitions for HLA-A2 are given above the HLA sequences (in
capital letters). The secondary structure predictions are given in lower case letters above and below the families for comparison. The letters in front
of the databank codes for the sequences indicate from which source they were extracted (s: SWISSPROT database, 1: Leeds database). (A) Alignment

for model 1. (B) Alignment for model 2.
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pred. 1 bbbbbbb
def. | BBBBBBBBBB

bbbbbb bbbbbb
BBBBBBBB BBBBBBB

aaaaaa bbbbb  bbbb
BB AAAA AAAAAAAAAAAAAAAAAAAAAAAAAAAAR

HLA: GSHSMRYFFTSVSRPGRGEPRFIAVGYVDDTQFVRFDSDAASQ RMEPRAPWIEQEGPEYWDGETRKVKAHSQTHRVDLGTLRGYYNQSEA

hsp70: ENVQDLLLLDVA

pred. |aaaabbbbbbb b bbbb  abbbbb
386
bbbb bb bbb
BBBBBBBBBBB BBBBBBBBBBB BBBBBB

bbbbbbbaaa abbbaaaa

bbbaaaaaaaaaaaaaaaaaaa aaaaaaaaaaaaa

PLSLGLETAGGVMTALIKRNSTIPTKQTQIFTTYSDNQPGVLIQVYEGERAMTKDNNLLGRFELSGI PPA

bbbb bbbbbbaaaaaaaaa a bbbb

aaaaaaaa 179

BBB AAAAAAAAAAAAA AAAAAAAAAA AAAAAAAAAAAA

GSHTVQRMYGCDVGSDWRFLRGYHQYAYDGKDY IALKEDLRSWTAADMAAQTTKHKWEAAHVAEQLRAYLEGTCVEWLRRYLENGKETL
PRGVPQIEVTFDIDANGILNVTATDKSTGKANKITITNDKGRLSKEEIERMVQEAEKYKAEDEVQRERVSAKNALESYAFNMKSAVEDE
bbbbb

Aaaaaaaaaaaaaaaaaaaaaaaaaaaa aaaaaaaaa I

556

Fig. 2. Hypothetical model of the human hsp70 binding site based on the structure of HLA-A2 maintaining the overall symmetry of the molecule.
Secondary structure elements were aligned and small gaps were introduced in loop regions. The alignment (in standard one letter amino acid code) is
shown together with the secondary structure definition (Kabsch and Sander, 1983) in capital letters above the HLA sequence; A = a-helix, B = §-
strand) and the averaged secondary structure prediction (Garnier et al., 1978; Zvelebil et al., 1987) on top of the HLA secondary structure definition

and below the hsp70 sequence in lower case letters.

~60% correct (as can be seen in the comparison of the
secondary structure prediction and the respective definition
for HLA, Figure 2) and as there are other known structures
of similar topology. But taken together with the peptide
binding property of hsp70, HLA was the preferred
framework for the model building. The procedure of model
building without obvious sequence identity is not dissimilar
to the generation of the MHC class II model by Brown et al.
(1988), although the relations among class I and class II
molecules are much closer. It is interesting to note that the
positions for insertions and deletions in our models are almost
identical with the predicted deviations from class I proposed
by Brown et al. in their model of the class II structure.
In HLA the binding domains («; + «;) do not appear to
be stable in isolation. It is likely that the support of the Ig-
like o3 and 3,m microglobulin domains which interact with
the underside of the 3-sheet is required to stabilize the correct
fold (Williams et al., 1989). The interacting region is not
compact and involves the loops and bends which connect
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the strands of a3 or 8,m. In the sequence of hsp70 the o
domain is replaced by two long (20—25 residue) a-helices
followed by a C-terminal tail, rich in prolines and glycines.
Although the sequence in this helical region is less well
conserved than in the binding domain, the pattern of
hydrophobic residues and the strong «-helical prediction is
the same in all the hsp70 proteins. These helices could pack
beside the C-terminal helix of the ay-like domain, but it
seems more likely that they would adopt a position equivalent
to that of a3 and pack against the underside of the 3-sheet.
Evidence that this surface may interact with other parts of
the molecule comes from the high conservation of a few
hydrophobic residues located on the concave lower surface
of the sheet. The highly conserved hydrophobic sequence
in the first strand (Figure 1) strongly suggests such an
interaction.

Since ATP hydrolysis is required to release bound peptide
chains from hsp70, there must be close interaction between
conserved surface regions of the ATP domain and the peptide



pred. 1  bbbbbbb
def. | BBBBBBBBBB

bbbbbb bbbbbb
BBBBBBBB BBBBBBB

hsp70 peptide binding domain model

aaaaaa bbbbb bbbb

BB AAAA AAAAAAAAAAAAAAARARARAAAARAAAAA

HLA: GSHSMRYFFTSVSRPGRGEPRFIAVGYVDDTQFVRFDSDAASQ RMEPRAPWIEQEGPEYWDGETRKVKAHSQTHRVDLGTLRGYYNQSEA

hsp70: ENVQDLLLLDVA

pred. |aaaabbbbbbb b  bbbb  abbbbb
386
bbbb bb bbb bbbaaaaa
BBBBBBBBBBB BBBBBBBBBBB BBBBBB

GSHTVQRMYGCDVGSDWRFLRGYHQYAYDGKDYIALKEDL

aaaaaaaaaaaaaa aaaaaaaaaaaaa

PLSLGLETAGGVMTALIKRNSTIPTKQTQIFTTYSDNQPGVLIQVYEGERAMTKDNN

bbbb bbbbbbaaaaaaaaaa

aaaaaaaa 179
BBB AAAAAAAAAAARAA AAAAAAAAAA AAAAAAAAAAAA

RSWTAADMAAQTTKHKWEAAHVAEQLRAYLEGTCVEWLRRYLENGKETL

LLGRFELSGIPPAPRGVPQIEVTFDIDANGILNVTATDKSTGKANKITITNDKGRLSKEEIERMVQEAEKYKAEDEVQRERVSAKNALESY
abbbaaaa
THR

bbbb bbbbbbbaaa

bbbbb aaaaaaaaaaaaaaaaaaaaaaaaaaaa aaaa

545

Vol _;,‘ .
.

.

\\\L’é

Fig. 3. Hypothetical model of the human hsp70 binding site based on the structure of HLA-A2 but with greater emphasis on the secondary structure
prediction. The two helices differ greatly in length and the symmetry of the molecule is less obvious.

binding domain. The conserved surface regions of the
ATPase domains include several segments noted by Flaherty
et al., (1990) to be on the same face of their domain I as
the C-terminus of the final a-helix which connects to the
first strand of the HLA-like domain. They proposed this as
a possible region for interactions with the peptide binding
domain. Combining this with the short (5 residue) connection
between the conserved hydrophobic C-terminus of this helix
and the first strand of the HLA sheet, the interaction of the
binding domain with the ATPase domain is well constrained.
Results from proteolysis provide further support for our
model. The first product of chymotrypsin action (Chappell
et al., 1987) is a 60 kd fragment, cleaved just after the C-
terminus of our model, which still binds clathrin but has lost
its ATPase activity. A second cleavage removes the binding
domain, generating the 44 kd ATPase fragment (Flaherty
et al., 1990). This sequence of events is comprehensible if
it is assumed that the C-terminal helices, which are removed
by the first cleavage, mediate the interaction between the

two domains. An interesting feature of the glycine and
proline rich tail, which follows these helices, is its
resemblance to the peptide from the clathrin light chain which
is specifically bound by hsp70 (DeLuca-Flaherty et al.,
1990). This suggests that the C-terminus may be recognized
by the hsp70 binding site, probably by interaction with the
unshielded backbone in this sequence as proposed by
T.Hubbard and C.Sander (submitted) and this might account
for the oligomerization of hsp70 which is reversed by ATP
(Heuser and Steer, 1989). Using the sequences of the clathrin
light chain which is recognized by hsp70 and the C-terminal
sequences of hsp70 as starting points, peptides could be tested
for binding to hsp70 in order to clarify the structural origin
for the interaction.

The predicted secondary structure of the hsp70 protein
GR78 was recently evaluated in relation to the CD spectra
of the protein (Sadis ef al., 1990). The predictions were
essentially the same as those shown here, but it was
concluded that the domain consists of an antiparallel 3-
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Table I. Comparison of buried residue positions in HLA and the two hsp70 models

Buried Residue at the equivalent position in the hsp70 models

HLA residue Model 1 Model 2

Met5 Asp390 partly exposed = model |

Phe9 Leu394 buried = model |

Serll Val396 buried = model 1

Phe22 Ser400 nearly buried = model 1

Ala24 Gly402 buried = model 1

Gly26 Glud404 exposed = model 1

Val28 Alad406 buried = model 1

Phe33 Thr411 nearly buried = model |

Val34 Ala412 nearly buried = model |

Phe36 Ile414 buried = model |

Ala49 Phed428 partly exposed = model |

Ile52 Tyr431 partly exposed = model |

Thr46 Tyr443 OH exposed = model 1

Val67 Glu446 partly exposed = model |

His74 Asn453 partly exposed = model |

Leu81 Glu460 partly exposed

Val95 Pro472 buried Leu458 partly exposed
Gly100 Thr477 partly exposed Leu461 buried
Cysl01 Phe478 buried Ser462 buried, HB Lys526
Val103 I1e480 buried lle464 buried

Gly112 Thr489 partly exposed GIn473 exposed
Tyrl23 Lys500 partly exposed Gly485 buried

llel24 Ile501 buried [1e486 buried

Leul30 Lys507 partly exposed Thr491 exposed
Alal40 Arg517 partly exposed Thr502 exposed
Alal53 Glu530 partly exposed Val519 buried

Leul60 Ser537 buried, HB Thr489 Lys526 partly exposed
Cys164 Ala541 buried Glu530 partly exposed
Vall65 Leu542 buried Val531 buried
Leul68 Tyr545 partly exposed Glu534 partly exposed
Tyrl71 Asn548 partly exposed Ser537 buried, HB Tyr431
Leul72 Met549 partly exposed Ala538 buried

Gly175 Ala552 buried Ala541 buried

Possible side chain hydrogen bonds (HB) for buried residues are indicated. The accessible area for each residue was calculated using the program

DSSP (Kabsch and Sander, 1983).

segment followed by three polar «-helices and the possible
significance of the short a-helix following the first set of
B-strands was not considered.

In topological terms, three other known protein structures
are somewhat similar to HLA and the hsp70 model and could
form a special subclass of the o + B proteins. The
bacteriophage MS2 coat protein (Valegard et al., 1990) is
formed of dimers with a four stranded (3-sheet topped by
a long a-helix. The bovine platelet factor 4 (St Charles ef al.,
1989) and interleukin 8 (Clore et al., 1990) form dimers with
similar topology (B3« for the monomer). In all these
structures, the helices lie parallel to each other on top of
the sheet exposed to the environment. There is no obvious
functional relation of the three proteins to HLA or hsp70.
If the duplicated B4o structure constitutes a general motif
then our model for hsp70 need not necessarily imply any
evolutionary relatedness to the HLA proteins, although it
is tempting to assume that both hsp70 and the HLA system
are derived from a common peptide binding ancestor.

Materials and methods
In preparation for the model building, 33 sequences of heat shock proteins

and 41 HLA class I sequences were aligned using the method of Taylor
(1988). The heat shock protein sequences were extracted from the Leeds
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database (Bleasby and Wootton, 1990), codes 'HSLE, A25398, CELHSP3,
CHKGR78, CHTOMP3D, DNAKBACME, DNAKBACSU, DROHS-
P7A2, GR78HUMAN, GR78MESAU, GR78RAT, HHFF72, HHKW7A,
HHXL70, HS70CHICK, HS7T0HUMAN, HS70MAIZE, HS70PETHY,
HS70PLAFA, HS70TRYBR, HS70TRYCR, HS7IHUMAN, HS7I1-
MOUSE, HS7IYEAST, HS72MOUSE, HS72YEAST, HS73RAT,
HS7SYEAST, HS77YEAST, IQECDK, THE70HSP, TRCHSP70A and
YSCKAR?2. These sequences from a large variety of species have a high
divergence but the interesting region could still be unambiguously aligned.
The HLA sequences are from the SWISSPROT database (Bairoch, 1990),
codes HA1ABOVIN, HAIBBOVIN, HAIOHUMAN, HA11HUMAN,
HAI13HUMAN, HAIAHUMAN, HAICHUMAN, HAIGHUMAN,
HAIJHUMAN, HAIMHUMAN, HAINHUMAN, HAIOHUMAN,
HAIPHUMAN, HAIQHUMAN, HAIVHUMAN, HAIXHUMAN,
HA1YHUMAN, HAIZHUMAN, HAIOMOUSE, HA1IMOUSE,
HAI12MOUSE, HAI13MOUSE, HA14MOUSE, HAI5SMOUSE,
HA17MOUSE, HA18MOUSE, HA1BMOUSE, HA1DMOUSE,
HA1KMOUSE, HAILMOUSE, HAIUMOUSE, HAIWMOUSE,
HAIBPANTR, HAICPANTR, HAIDPANTR, HAIEPANTR,
HAINPANTR, HA11PONPY, HAIARABIT, HAIBRABIT and
HA11RAT. The HLA sequences, which are found only in multicellular
species, show much less variation than hsp70 except for certain residues
involved in the specific binding of peptides or T-cell restriction. The
secondary structures were predicted for a number of individual sequences
using standard prediction procedures (Chou and Fasman, 1978; Garnier
et al., 1978) and a prediction for the aligned sequences was then produced
by simple averaging (Zvelebil er al., 1987). The predicted 3-strand and
a-helix sequences were aligned manually with structurally corresponding
sequences in HLA (residues 1 — 180) taking structurally important residues,
especially conserved hydrophobics, prolines and glycines into account. A



selection of 11 HLA and 13 hsp sequences representing high divergence
are aligned in Figure 1 (the alignments of all 41 HLA and 33 hsp sequences
are available from the authors on request). The residue type in every position
was checked in order to obtain a good correspondence of residue type for
the strands and for the phasing of the helices and any gaps in the alignment
were introduced in the loop regions and in kink positions in the helices.
The residues in the HLA-A2 parent structure were mutated into the
corresponding residues maintaining the original side chain orientations.
Argd69, which is present in all other aligned hsp sequences, was inserted
into the modeled sequence HSTOHUMAN. The insertions and deletions were
modelled by conformational search and local energy minimization using
the modelling program QUANTA (Polygen Corporation, Waltham, MA,
USA). Finally the calculated energy for the entire structure was minimized
roughly. On the assumption that conserved hydrophobic residues tend to
be buried (Bowie et al., 1990), the initial alignment was improved by plotting
the accessible area of each residue (Kabsch and Sander, 1983) together with
a quantitative measure for conservation against position in the sequence.
Inconsistencies were removed by short shifts (1—2 residues) in the sequence
alignment. The resulting alignment was used to build a further model and
this cycle was repeated until a reasonable agreement between conservation
pattern and accessible area pattern was reached. The residues in the equivalent
positions to buried residues in HLA were checked individually for
hydrophobic interaction and possible hydrogen bonds (see Table I). For
the few buried hydrophilic residues in the model, hydrogen bond partners
were found. The large, partly hydrophobic side chains of arginine and lysine
are equivalent to valine and leucine in some positions (see Figure 1 and
Table I). In the predicted strands conserved hydrophobic residues were placed
in positions where their side chains would point towards the helices flanking
the binding cleft while in the helices unconserved and hydrophilic residues
were placed in outward pointing positions. Prolines were either placed in
loop or turn regions except for Pro436 which is situated in the kink between
the 3,10-helical and the «-helical part of the «;-domain. Most conserved
proline positions in hsp have an equivalent proline or glycine in HLA (see
Figure 1).
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