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With the acquisition of our first coordinate sets for a protein which
has not been studied crystallographically (Relaxin) the Protein Data Bank
opens a new category of coordinate entries. We hope to obtain an increased
number of representatives of this category, of hypothetical structures,
because we feel that not only is the information of real utility but. it
represents the beginnings of a new phase of structural studies. The
increasing availability of good graphics devices coupled to powerful
computers allows intelligent, interpretive and "synthetic' use of the
rapidly increasing body of knowledge of macromolecular structures. We

expect that this beginning will presage extensive development in this area.

A second new category recently opened is that of 'repeating' linear
polymers. Many important biological molecules are of this- type (e.g. DNA,
mRNA, structural proteins, polysaccharides) and the availability of-
coordinates for some representatives should be useful to both researchers
and educators. The coordinate entry currently available is for a poly-
saccharide (Hyaluromic acid) and was derived from fiber—diffraction data.
We expect that this entry will soon be joined by other depositions of
experimentally-based coordinate sets. In addition, we plan to generate
coordinates for some model structures and to make these available as well.

As indicated in the holdings list (Tables 1 and 2) a total of 18 new
or replacement atomic coordinate entries has been generated since the last
newsletter. This represents an acquisition rate of better than one entry
-every two weeks and brings our total number of distributable coordinate
entries to 96. We plan to award a small prize to the depositor of the 7
100th coordinate entry (winner to be anmounced in the next newsletter!)..

We are aware that there are some known structures not represented
in the Bank, and we are attempting to make our coverage more comprehensive
by actively soliciting depositions from laboratories thought to have co-~
ordinates available. We also are asking journal editors to suggest to :
- authors of papers describing erystallographic studies of biological macro—-

rlli_molecules, that the results of these studies be made available through the
. Protein Data Bank. The Journal of Biological Chemistry currently carries '

- the sentence, "Authors .of papers describing detailed (high resolution)
~‘Structures are strongly encouraged to deposit an accompanying list of
atomic coordinates in the Protein Data Bank, or as a JBC Document." in
its Instructions to Authors, and we hope other journals may be persuaded
to follow suit. ' :

Our paper which describes the Bank (J. Mol. Biol. 112, 535 (1977))
has been reprinted in Eur. J. Biochem. 80, 319 (1977) and in Arch. Biochem.
Biophys. 185, 584 (1978). This paper will also be reprinted in the new
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edition of the IUPAC-IUB compendium of Recommendations from the Commission .
on Biochemical Nomenclature. Copies of the paper are available.

Two programs which operate on the atomic coordinate emtries are now
available for distribution. Both programs conform to our rule of having
.complete documentation in computer-readable form. Program PHIPS1 calculates
main-chain torsion angles and produces a tabular print file and a sequential
file suitable for further analysis. The TOTALS program examines each record
in a Data Bank entry for a valid tagword and accumulates a count of each
type of record. This program can therefore be used as an initial screen.
for the existence of (for example) non-standard components or secondary
structure specifications in any or all entries of the Bank. These programs
are listed in Table 3. :

A list of siibstantive -corrections which have been applied to the atomic
coordinate entries since the last newsletter is given here as Table 4. In
~addition to these, one full entry (2PGK) has been reordered and several other minor
changes made. This complete set of corrections is available on microfiche from
Brookhaven. Also_aVailableron microfiche from ‘Brookhaven are' the output files |
of the program PHIPST whern run against the complete data base.

To request data or informaetion from the Bank please complete the
request form, given as the last sheet of this newsletter, and send it to
the appropriate center. .

AREA | ADDRESS OF CENTER - NAMES

The Americas Chemistry Department F.C.Bernstein (tel. 516-345-4382) ™
Brookhaven National Laboratory T.F.Koetzle (tel. 516~345-4384)
Upton, New York 11973 USA G.J.B.Williams (tel. 516-345-4383)

Europe and University Chemical Laboratory O. Kemnard (tel. (0223)66499)
Worldwide Lensfield Road .
Cambridge CB2Z 1EW, England

Australia C.5.1I.R.0. Division of . B. J. Poppleton
: Applied Organic Chemlstry

Box 4331 G.P.O.

Melbourne, Vlctorla 3001

- ; Department of Chemlstry ,__Q_M,*Tasumi';- e TG

i Faculty of Sciercs rﬁJafIigﬂ‘jf”lﬁ.; BT S i
"“The University of Tokyo e T

Bunkyo~ku, Tokyo, Japan
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i
TABLE 1. PROTEIN DATA BAMK, ATOHEC CODRDINATE HOLOENGS TABLE 2. PROFELN DATA BANK, NON-STANDARD ENTRIES
17"MAY-78 18-MAY-78
1OENT DATE/
£ TAT 10ENE . DATE Y
conk foLECH.E BERGSITCR STATUE CODE HOLECULE . DEFOSTTOR
1ACT  ACTINIDIN E. BAKER 77 .
PORC . SCHA.Z' 37T R RLACTSF  ACTINIDIN €. BAKER TI7T SF
?AMD: -%?Lfn"i“»'ﬁr'a:anlm FuUSELER. G. 5. HRIGHI 278 A CHYHOF ALPHA-CHYHGTRYPSIK ($OSYLY D, BLOW 4/73 SF
LADH ALCOHOL DEMYDHOGENASE (ADP- ma; C.-T. BRANDEN 8r76 RCARPO4  CALCIUH-BINDING PARVALBUMIN R, KRETSINGER 2/ SF
2A0M  ALCOHOL DEHYDROGEMASE (ORT £.-1: ERANDEN 876 RCARPDS  CALC LUH-BINDING PARVALEUHIN /. KRETSINGER 2/ F
IBCL  BACTERIOCHL OROPHYLL A-PRO!'EIMCORE DHYIB, MATTHEWS T REYIES02 CYTOCHROME BS F. S. mmsg - lg::g ;?
ICPY  CALCIUM-SIHOING PARVALBUHIN SET 54 R. KRETSINGER BT R2GSCSF  +CYTOCHRORE B3 F. 5. HATHE [ALEA
S0Py CALCIUH-B INDING PARVALEBUMIN SET 6H R. KRETSINGER 8/ RIUNOX20) CYTOCHROME C CALBACORE. OXIDIZEDY R. DICKERSON 2 il &
ICPY  CALCIUM-BINDING PARVALBUHIN SET &1 R. KRETSINGER Br RIUNAD201 CYTOCHRCME C (ALEACCRE. REDUCED) R. DICKERSON ;76
ICAE CARSONTC ANHYDRASE B [HMAN) - KANNAN 6176 RCYCSS01  CYTOCHAGHE CSS0 TIMKOVICH w176 SF
ICAC CARBONTC AKMYDRASE € (HUMAN) K. KANNAN =116 RGPOO4  GLYCERALDEHYOZ-3-P- Dsnvmoc;smssu.oesmm. ROSSHANN 8/75 5
1CPA  CARDOXVPEPTIDASE & tBOVINE) W. LIPSCOMS - 27713 RHRODEHDZ HEMOCLOBIN (HUHAN, DEQXY] H, PERUTZ, G. FERMI 575 SF |
1CPE  CARBOXYPEPT|DASE B (BOVIKE) H.SCHHID, J.HERRLOTT 9ITE A LAMPAYL  HEMOGLOBIN n.wn:n HENDR1CKSOM , LOVE ,KARLE :rrg sF
20HA  ALPHA-CHYHOIRYPSIN (70SYL) D. al.nu 418 R RLDHOB.  LACTATE DEHTDROGENA M, ROSSHANN gr715 SF
3CHA  ALPHA-CHYMOTRYPSIN A, TULINSK 176 ALOMOT _ LACTATE Dsmunoszmsemnomvnwna M. ROSSHANN 8/7% 5F
1GCH  GAMMA-CHYMOIRYPSIN cou:n. nnvnss sn.vcnrou 2111 RHETHMYSFL MYOGLOBIN (SPEAN HHALE, MET) T. TACANG BTG SF
ICHG  CHYBOTRYPS INDGEN KRAUT. J. BIRI 3475 ROCHYSFE  HYOOLOBIN (SPERNM HHALE, DEOXY! T. TAKANG ﬂf:rrs SF
BCHA  COMCANAVALIN A HEEKE BECKER, EDEme w15 ARUBYO2  RUBREDOX [N L. JENSEN T SF
ICHA  CONCANAVALIN A K. HARDHAN a/76 R TORSNADY TORSION ANGLES 111 PROTEINS T. W, E. KABAT 5713 Ta
265C +CYFOCHROME B3 {0XI10{ZEDH F. 5, :garnns IE:_"ﬂ R
. DICKERSON .
[ v e 3 . REM b REFLMCEVENT ENTAY SINGE LAST KEHSLETTER v/ 70
LCYC CYJOCHRGME € (BONITO, HEARTI " u T oo
1C2C  CYTOCHROME €2 ;. nmmm.' ;q’g COGES
155C CYTOCHROHE 550 . H Y
IEST ELASTASE (PGRCINE.TVOSYL) ATSON Sr76 SF  STRUCTURE FACTORS
IFDX  FERREOOXIN .nmm 5::«:&1. JENSER 8,78 TA  TOASION ANGLES
ICXN *FLAVODDXIN LCLOSERIDIM MP OXIDLZEDI H. qu IEIE ]
?m '&&228.’3‘” FELOSTRIDILN 12, SERICULRONEY '11: '&ué&._ IE:,, «NOTE* [N SOME CASSS. MORE RECENT TORSION ANGLES THAN THOSE COMTAINED |N THE
1PG]  GLUCOSE-B-PHOSPHATE 1SQMERASE ~ HUERHEAD T ABOVE ENTRIES HAY BE CALCULATED FROM THE APPROPRIATE ATORIC COORDINATE
16P0. um:mo:mns-;-s’—ncnmm:mseu.oesrmn. ROSSHANN ] ENTRIES LISTED IN TABLE ©.
IHAB =HEHERYLHRIN B H. HENDRICYSON 6176 AP
2tM8 HEMOCLOBIN (HORSE. ADUD HET) LADNER, HEIOMER. PERUTZ /7T R
Z0HB  HEHDOLOBIN {wORSE, DEOXY) M. PERUTZ. G, FERH] 1t/73
[HE  HEMDGLODIN {HUAAK, DEOXYY M, PERUTZ, G. FERMI N/TS -
IFOH  HEMOGLOSTN (HUHAN, FETAL, DEOXY) J. FRIER B/TE
ILHE MEMOGLOHIN (LAHPREYH HENORICKSON, LOVE, KARLE  3/73
ZYHX <HEXOMTNASE IYEAST) FOHM alll T. STEITZ /76 RN
1HIP HIGH POTENTIAL TRON FROTEIN J. KRAUT 475
THYA *HYALURDNIC ACID . s. mmr'i' 1w
1FAD  |HMUNOGLOBUL N FAB* (NEW) B85
MG 'mnmooa.oau.m B-J FRAGIENT ncu SCHIFFER Emmsou ET AL. 5/78 AP
IBE]  IMAUNOGLOBUL IN B-J FRAGHMENT RE 0. EPP, R. HUBE )
IRHE, % |MMUNOGLOBUL IN B-J FRAGHENT arc WANG. Y0D, SAX 12777 A
LOH LACTATE DEHYDROGEMNASE u. EVENTOFF, M. ROSSMANN W/77 R
IDH LACTATE DEHYDAROGEHASE ZNAD/PYRUVATE 1. ROSSMANN 17
ILZM LYSOZYME {BACTERIOPHAGE Tul B. HATTHEWS 377

MHEN ECO-HHITE. SET H2) R. DIAMOND, D. PHILLIPS 2r5
Qu¥Z LYSOZYME [HEN EGG-HHITE, SET RSSD R. DIAMGND, D. PHILLIPS 2/758
3YZ LYSOIYHE (HEN EGG-HHITE, SEV RSE6A) R. DIaMOND. D, PHILLIPS 24738

"
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R
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WL¥Z LYSOZYHE (HEN ECG-WHITE. SET R50A} . DIAHONG, 0. PHILLIPS 2475 °
SUyZ LYSOZYME [HEN EGG-MWITE. SET RS12A1 . DLAMONG, 0. PHILLIPS 2478 TABLE 3. PROTELN OATA BANK, AVAILABLE PROGRAHS

B6LYZ LYSQZIVME fHEN EGG-WHETE. SET AS16) . DIAHCND, D, PHILLIPS /75,

JLYZ LYSOZYME (HEN ECG-HHIIE, TRICLINIC! A, YONATH 57T IB-HA\’-'JB
LYz Lvsogznz CEN ECG-HRITE. INACTIVATED! 5. CATLEY /17
1H0H  MALATE DEHYDROGENASE L. BANASZAK 676 A
1484 - MYDGLOBIN (SPERN WHALE, HET) H. HATEON 4/73 NAME PURPOSE - AUTHOR!S] REV DATE/
BHE IoctiSiN 1S HAE ) Deoav) 1 Teana : 7o ) oRTED
- I
1R *HYGREMERYTHRIN K. HENORICKSON BT ap PHIPS1 *HAIN-CHAIN TORS ANOREWS, BERNSTEINHILLIANS  §/78 YES
BPAP  FAPATH ENATIVE) . DREMNTH 11776 R TOTALS *YALIDATION OF msr:n Rsconn 1. . ANDREHS . F . BERNSTE IN 5/78 YES
;1—;:3 PAPALH llCE-&A;A{,A-PﬂE-AIé;. CYS-25i o ggEENIH 11/76 R
PAPAIN (CYS DER1Y OF- CYS-25} J. DRENTH 11776 R .
3‘:“ PaPALN tOXIDIZED g\.s_aﬁ, n ﬁ"m 1B R . NEW OR REPLACEHENT ENTRY SINCE LAST NEWSLETTER [NOV/T73
4PAD  PAPAIN t105-LYS, CYS-25) J. DRENTH 11776 R
5PAD  PAPALN (GZOXY-GLY-PHE-GLY, CYS=251 J. DRENTH 11476 R SUPPORTED PROGRAMS ARE THOSE FOR WHICH STAFF OF THE PROTEIN DATA BAMK HILL
EPAD  PAPAIN (BIOXY-PHE-ALA, CYS-25) .3 DRENTHM 11796 R PROVIDE CORRECTIONS FOR DEMONSTRATED ERRORS. -
IPGX  PHOSPHOGL YCERATE KINASE (YEAST) H. HATSON R/ A
2POK  PHOSPHOGLYCERATE KINASE (HORSE ) P. EVANS, €, BLAKE 9/78 8
1PGH *PHOSPHOGLYCERATE HUTASE CAMPBELL ,HATSON, HODOSOH BrIS A
ZPAB  PREALOUMTN [HURAN, PLASMAY S. DAILEY. €. BLAKE 5/77 R
IRLY *RELAXINIMOOEL CONFORMAT LON A.UNREFINEDN A, EVANG, A.C.T. NORTH 38 N
ELAX TN IMOGEL ,CONFORMATION B, UNREFINEDY A. EVANS, A.C_T. NORTH 3/78 N
£LAXINIHDECL.COM-'MT[0N B.REFIPEDI A. EVANS, A.C.T. NORTH 3/78 N
YRLX *RELAXIN(HODEL ,CONFCRMATEQN BLREFINED) A, EVANS, A.C.T. NORTH @ N - .
~ LRHD *RHODAMESE H. HOL 12777 .o
IRNS RIECNUCLEASE S H. HYCKOFF. F. RICHARDS  W/73
SRXN  RUBAEDOXIN L. JENSEN 1473 .
TSNS STAPHYLOCOCCAL WUCLEASE . F. A. COTTON, E. HAZEN 4T3
tSGB STASPTOMYCES GRISEUS PROTEINASE B M. JAMES 5196 A
1587 SUBTILISIN APR® J. KRAUT 8/72
25871 SUBTILISIN KOVO J. DRENTH 9176
§S0D  SUPEROXIDE O15MUTASE J. AND D. RICHARDSON 8775 A
JTLN  THERMOLYSIN (LNREF |NED) . B. MATTHEWS Y]
. 2TLH  THERMOLYSIN (REF[RED) . . "B, MATTHEWS - HiTS -
o T4 ISR mlcnsrmm fOXIDIZEDY - - B.-0. SODERBERS SIT6 A . - . - N P ' ST
L s © ITNA TRANSFER RRA (YEAST, PHED - . ' - J. SUSSHMAN, §,-H, KIR ' 'L&/75 R o S T . - . h -
— - - - ZTNA  TRANSFER RNA (YEAST, PFED - © o TUr M SUNDARAL INGAM - S/T6 - L] L. oot T E
- 4THA *TRANSFER RNA (YEAST. PHE) 1o JACK. LADNER, KLUG 4418 R .
_ATIH  TRIOSE PHOSPHATE :sonsmsr R 1. WILSON, D, PHILLIPS a6 - : : L
IRTN TATPSIH INATIVE. P < FEMLHAMMER, BOOE, SCHHAGER L/ TT - . - L 3 .o e -
. 2P18 mvpsm:ezuzmmma mmlnsu PH71. © FEMLHAMMER. BODE. SCHWAGER [777°R oo T e T - s D
1PTE TAYPSIN/TRYPSEN INHIBIFOR COMPLEX - ° R."HYGER, W. S00E ATE - .- - )
~ . 3PTL - TAYPSIN: ENHIBITGR (BOVINE, pm:nms: . R. WUBER, J. DELSENHOFER 1776 R R o B v
C3PTRSTRYPSIN LOWP ENHGBITEDY  : .. . - "), CHAMBERS, R. S5TROUD - 12/TT R mee -
. NEH OR REPLACEMENT ENTRY SINCE LAST HEWSLETTER HOV/77}
STATUS CODES
AN STANDARD ENTRY AVAILABLE FOR OISTRISUTION

ALPHA CARBON ATOHMS DMLY

BACKBONE OMLY

NEH LNTRY WITH DEPOSITOR FOR APPROVAL
1N PREPARATION

REPLACES AN DUT-QF-PATE PARARETER SET

W'QZWDF
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TABLE %, SUBSTANTIVE CORRECTEONS TO COORDINATE ERTRIES

18-MAY-78
*[DENT, 1 SAXC
+[NSERT, LSAXE . 35
REMARK 9
REHARK 9 CORRECTEDN. CORRECT ALPHA ON CRYST1 RECORD. 09-NOY-77.
ADELETE, 1SRX.54%
CRYST] B9.700 51.100 60.300 90.00 1t3I.SC 92.0DC @ | g
*DELETE . \SRXB, 36
MASTER 5¢ a Q 4 5 ] [} 3 o8 1 ] 9
“[DENT, LFABD .
« INSERT, IFABC , 39
REMARK a
REMARK 8 CORRECTION, INSERT JRNL REFERENCE. 1S-FEB-T8.
4 [NSERT, IFABC .4
~RNL AUTH F.A.GAW L .M. AMZEL ,A.J.POLJAK
SJRNL TITL PREL THINARY REF INEMENT AND STRUCTURAL ANALYSIS OF
- WMINL TITL 2 THE FAB FRAGHENT FROM HUMAN [THMUNOGLOBULIN NEW AT
JANL TITL 3 2,0 ANGSTROHMS RESOLUTION
R REF oJ.B10u. CHEN 253 585 1978
REFN  ASTM JECHAS us J5SN GDEI—SESB o

JRML
SDELETE , IFABC,US
HASTER S 1] 3 323 [ o s3187 2 10 33
= [DENT , ILPVC

'INSEHT ICPVB a8

REMARK

REMARK 1 CORRECT ION. CORRECT NAHING AND DROERING OF THE THREE ATOMS
REMARKC 7 OF AME §. 20-MAR-T8.
°D€ulr.’E!£ «ICPV.05,8T .

1 € ACE 1] It.oy 32.32%5 18,267 1.00 9.00
A\‘U-‘I 2 © ACE 3 9.853 33.758 1B8.108 1.00 9.00
ATOH 3 CH3 AcE a 11.265 3i.889 18.737 1.DD 9.00
'DEI-.E?E 1CPVA. §01
HASTE 102 o 2 6 +] 1] <] & B37 ] 18 3
'lDEN)' 2CPVE . . -
* INSERY . 2CPvD. 08

7
REMARK 7 CORRECTION. CORRECT MAMING ARD ORDERING OF THE THREE ATOMS
REMARK 7 OF ACE {). 20-HaR-78.
*DELETE . 2CPV.BS. BT

ATOM 1 € ACE i} 11.193 3I3.318 IB.2S4 |.0D 33.70
A'IDH @ 0 ACE i} 9.870 33.899 8,312 1.00 42.30

3 CH3 ACE o 11.409 32.063 18.606 1.00 48.90
'DELETE 2CPVA. lOl .
HASTER 102 0 2 6 Q 1] [+] 6 837 1 18 9

*]DENT ,ICPVC

REMARK 7 CORRECT|ON. CORRECT MNAMING AND ORDERING OF THE THREE ATOMS
REHARK 7 OF ACE 0. 20-RAR-78.
*DELETE,3CPV.B5,87

ATOH 1 C ACE 0 11.193 33,319 18.2%+ 1.00 33,70
ATM 2 0 ACE 9.870 33,B93 18.312 1.00 42.30

3 CHI ACE a 11.469 32.063 18,606 1.00 46.90
'DELETE 3CPVB lﬂl. '
HASTER [] a -] o o L) 6 950 1 18 2

+10ENT , 1PTCG

'HESERY. IPTCA.85

REHARK B

REMARK 65 CORRECTION. ATOM OXT CLY 1 ST 15 RENAMED M ALA- 1 SH. ATOM
REMARK 6 SERIAL MUMBERS 2083 THROUGH 2007 ARE RESERVED FOR THE
REMARK 6 MISSING ATOMS OF ALA I 5B. ALL WATER MOLECGES WERE
REMARY 6 RENUMBERED. MO COORDINATES MERE CHANGED. 25-APR-TE.
*DELETE, LPTC.2163,2353

ATOM 2082 N ALA 1 %8 13.124. 101,757 ~.052 1.00 0.00 1
TER 2088 ALA T 5B
HETATH 2089 O Had 400 14.487 79.%13 18.006 1.06 ©.00
HETATH 2090 O HOMH  u40) 11.773 €4.780° 1S.473 1.00 D.00

... [165 HATER MOLECULES OMITTED FROM THLS LISTINGH
HETATH 2276 0 HOH 603 .B0% E0.577 12.143 1.00 D.00
HETATH 2277 O HOH  6GOW 11.280 55.390 B.020 1.00 0.L0 1
*DELETE , 1PTCA. 96
HASTER o5 9 Q L] e 0 o B 2256 e 18 23
*[DENT, I THAD

+INSERT,17NAC. Y4
REMAR#

X 10
REMARK 10 CORRECTION. CORRECT H.O COUNTS ON FORMUL RECORD FOR
REMARK 10 - RESIDUE YG. 27-APR-78. -
. 'DELETE ITNAC 12 .
. ORMUL ¥G €21 H25 NG 011 F1 - . .
. 'DELETE ITNA-C 1666 N oo - R .
: 59 13 . . ' -

10 CORRECTION. ~ CORRECT H.0 COUNTS o runm.n_ RECERD FOR’
10 RESIOUE ¥G. 27-APR-78. -,

= |DENT,3THAC
+INSERT , 3TNAELY
REMARK 11
REMARK 1] CORRECTION, CORARECT H,0 COUNES ON FORMUL RECORD FOR
REMARK ' E]1 RESIDUE YG. @7-APR-78.
'DELEYE 3TNAB 12 .
€21 H2E N6 D11 #L

YG
‘DELEYE ZTNAEI 1658

HASTER 63 o 1 1] 0 o 1] B 1644 1 33 5]
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THE CORRECTIONS EN THIS TABLE ARE GIVEN IN THE FORM DF "UPDATE®

MODIFICATIONS, AND CONSIST OF "UPDATE' DIRECTIVES PLUS KEW DATA RECQROS THAT ARE

T0 BE INSEATED OR THAT REPLACE ERROMEQUS RECDRDS IN CERTAIN ATQHIC COORDINATE

ENTRIES.

TURDATE" |5 THE COC LIBRARY-FILE MANAGEMENT SYSTEM UNDER WHMICH THE

HASTER PROTEIN DATA HANK FILE 15 HAINTAINED. FODR A DESCRIPTION OF 'UPDATE",

USERS ARE REFERARED TO THE "UPDATE REFERENCE MAMUAL', PUSLICATION NUMBER

BOIu2B00, CONTAROL DATA CORPORATION. ARDEN HILLS HN, 19T, BAIEFLY. EACH OATA

ENTAY IS GIVEN AN ICENTIFICATION CODE. WHICH ALSD SERVES AS THE UPDATE “DECK-
NAME. E£ACH RECORD N THE FiLE IS IDENTIFIED HITH TRO TAGS. THE FIRST Tac 1S

SIMPLY THE “DECK® NAME {(QR AN " |DENT®
SEQUENCE NWUMBER HITHIN THE *DECK' tOR 'IDENT'), THESE TAGS ARE [NCLUDED
IH CHARACTERS T3-B0 OF THE RECOADS 1N EACH DATA ENTRY AS OISTRIBJTED.

CORAECTIONS MAY BE HMADE USING "UPDATE™ DIRECTIVES TO *INSERT™ NEH
RECORDS OR "DELETE' OLD ONES. EACH CORRECTION SEY DEGING HITH A "*fDENT"
DIRECTIVE, THIS IDENTIFIES THE CORRECTICN SET, E.G. AS ' |HBNA' FOR THE
T{CHROMNOLOGLCALLY) FIRST CORRECTION 7O DECK ' IMBN' FOR SPERM-LHALE
HYCOLOBIN, "IMBNB® FOR THE SECOND CORRECTION, £TC. ' *DELETE' DIRECTIVES

MNAME--SEE BELOW) AND THE SECOND IS A

SPECIFY 4 RECORD OR INCLUSIVE Rt OF RECORDS TO BE DELSTED. IF DATA RECOADS

OCCUR THMMEDIATELY FOLLOWING 'SDELETE', THESE ARE TO BE (NSERTED IN PLACE
DF THE RECDROS DELETED. ‘C*INSERT' OIRECTIVES ARE USED TO SPECIFY A

PARTICULAR RECORD, AFTER WHICH INFORMATION IS TO BE JNSERTEQ. THE RECORDS
BE INSERFED FOLLOW IMHEDIATELY AFTER °‘=INSERT' IN THE CORRECTIOM SEY. HWiTHIN
£ACH CORRECTION, NEH RECORDS PLACED IN THE FILE ARE GIVEM THE "I[DENT" NAME AND

NUMBERED SEDUENTIALLY.
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REQUEST FORM

1. Wame: , ' . Date:.

‘Address: ' ' - Telephone:

2. Send the following information (please check): _
( ) all current coordinate entries and programs on tape
all current coordinate entries and programs on microfiche
parameter sets listed (complete 3. below)
description of file record formats

list of revisions on microfiche

L T ne W o W SN

torsion angles on microfiche

3. Parameter sets requested (by ident code please):

4. Tape: I am sending a new 2400 foot reel of magnetic tape { ) yes {( ) no.

5. Tape format desired:

. (7)) 7 track ET(fi) 556 CPi"'E;(.;) BCD = 7 track‘only t ( ) Unlabelled (preferred)
S G 9 track . ”‘*}) ASCIE =9 track only - ) Labelled—user 's label

.,—) EBCDIC =9 track only j:-_".' S retalned

Tape copies are normally blocked since otherwise the entire contents
will not fit on a 2400 foot reel of tape. Indicate the maximum block

size allowed if blocks of 5120 characters (bytes) cannot be handled,

Please complete reverse side.

e
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REQUEST FORM

6. Charge (Brookhaven requests omnly) . Enter Amount.

A. Data preparation (unit charge per magnetic tape) $
Employee of U. S. Departmenf of Energy $40.25 ( )
Employee of other U. S. Federal Agencyr $47.45 ()

All others - $51.00 ( )

B. Magnetic tape $8.59 ( ) §

(please check if answer to 4. above was NO)

C. Postage (for magnetic tapes only) ' . $ ,
U. S. and Canada $2.00 ( )
Air Mail to other countries - 817.00 ( )

D. All coordinate entries on microfiche. $§37.50 ( ) - $

E. Torsion angles on microfiche $30.30 ( ) '$

F. Total charge (A+ B+ C + D.+ E) | Lo s

G. Payment to the order of Brookhaven National Laboratory
by ( ) check ' is ( ) enclosed
{ ) purchase order number , - { ) sent separately to
' the Protein Data Bank.
Brookhaven requires that either a check or actual purchase order

be received before data is shipped.

Mall thls completed form to the approprlate center (Brookhaven, Cambrldge,

It is expected that the Protein Data Bank be acknowledged in publications
‘which result from work making use of the Bank's services. We would appreciate

receiving reprints of any such publications.



