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Table 1
One- and Three-letter Amino Acid Abbreviations

Ala Alanine
Cys Cysteine
Asp Aspartic acid
Glu Glutamic acid
Phe Phenylalanine
Gly Glycine
His Histidine
Ile Isoleucine
Lys Lysine
Leu Leucine
Met Methionine
Asn  Asparagine
Pro Proline
Gln Glutamine
Arg Arginine
Ser Serine
Thr Threonine
Val Valine
Trp  Tryptophan
Tyr Tyrosine
Asx Asp or Asn,
not distinguished
Glx Glu or Gln,
not distinguished
X X Undetermined or atypical
amino acid
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These abbreviations conform to those suggested by the
IUPAC-IUB Commission on Biochemical Nomenclature, J.
Biol. Chem. 243, 3557-3559, 1968,

Table 2
Punctuation in Protein Sequences

A blank between two adjacent amino acids indicates that they are
connected, as determined experimentally.

() Encloses a region, the composition but not the complete sequence
of which has been determined experimentally, or encloses a single
residue that has been tentatively identified.

= Indicates )(, the juxtaposition of two regions of indeterminate
sequence, while preserving proper spacing between residues.

/ Indicates that the adjacent amino acids are from different
peptides, not necessarily connected. When the amino end of a
protein has not been determined, / precedes the first residue.
When the carboxyl end has not been determined, / follows the last
residue. When )/, /(, or )/( are needed, only / is used.

. Outside of parentheses, indicates the ends of sequenced fragments.
The relative order of these fragments was not determined

experimentally but is clear from homology or other indirect
evidence.

. Within parenthesés, indicates that the amino acid to its left has

been placed with at least 90% confidence by homology with known
sequences.

+ Indicates that the amino acid to its left could not be positioned
with confidence by homology. If the structure of related proteins

is not known, the position of the amino acids within parentheses
is arbitrary.



*

DEF(REF < RF*1D)

LC*RFERENCE CODE"')
U(PUBDB)

*
DEF(RNA < RF)

*
DEF(FR <

*
DEF(DE :

*
DEF(0S <

x
DEF(OC <

*
DEF(HS <

x
DEF(HC <

*
DEF(BIB :

]
DEF(KY <

*
DEF (AUTH

* ~
DEF(YEAR

x
DEF(FN :

Fig.

LC*RNA OR CDNA")
UCPUBDB)

RF)
L C*FRAGMENT")
U(PUBDB)

RF -> DEF)
LC'DEFINITION')
U(PUBDB)

RF*GENsSPEC)
LC*ORGANISM")
U(PUBDB)

RFsLVL*TAX)
LC'ORGANISM CLASSIFICATION")
UCPUBDB)

RF*GENsSPEC)
LC(*'THE MOST COMMON HOST SPECIES")
U(PUBDB)

RFxLVL*TAX)
LC'HOST CLASSIFICATION®)
UCPUBDB)

RFxSN -> BI)
LC('BIBLIOGRAPHIC INFORMATION')
UC(PUBDB)

RF*KW)
LC*KEYWORD ')
U(PUBDB)

< RF=xAU)
LC*AUTHOR®")
UCPUBDB)

< RF=*YR)
LC*YEAR')
Uu(PUBDB)

RF -=> NFTE)

LC(*NUMBER OF FEATURE TABLE ENTRIES")
U(PUBDB)

1. Definition of GENEDB,



DEFC(FT ¢ RFsFTEN -> KEY*FROM*TO*DESCR)
LC'FEATURE TABLE')
I(KEY,FROM,TO)
U(PUBDB)

DEF(SH : RF -> AxCsT*GxUxY*RxAB)
LC("SEQUENCE HEADER')
UCPUBDB)

x

DEF(LN : RF -> LEN)
LC'LENGTH OF SEQUENCE")
u(pPUBDB)

*
DEF(SQ@ : RFx*SN -> SEQ)
LC"SEQUENCE")

U(PUBDB)

x
DEF(RF) ~

KEY
TCI4)

LC*RFERENCE CODE")

*x
xxx PROTEIN IF RF > 1,000,000,000; OTHERWISE NUCLEOTIDE.

x

DEF(ID)

*

DEF (GEN)
DEF(SPEC)
*
DEF(LVL)
DEF(TAX)
*
DEF(DEF)
DEF(BI)
DEF (KW)
DEF (AU
DEF (YR)

x
DEF(NFTE)
DEF(FTEN)
DEF(KEY)
DEF (FROM)
DEF(TO)
DEF(DESCR)
x

DEF(A)
DEF(C)
DEF(T)
DEF(G)
DEF (W)
DEF(Y)
DEF (R)
DEF (AB)

*
DEFCLEN)
x

DEF(SN)
DEF(SEQ)

LC*SHORT IDENTIFICATION®)

LC'LEVEL IN TAXONOMIC TREE')
LC'ENTRY IN TAXONOMIC CLASSIFICATION')

LC'DEFINITION WRITTEN IN ENGLISH')
LC(*'BIBLIOGRAPHIC INFORMATION')

LC'NUMBER OF FEATURE TABLE ENTRIES')
LC'FEATURE TABLE ENTRY NUMBER')
LC'FEATURE TABLE KEY NAME')
LC'ENDPOINT SPECIFICATION")
LC'ENDPOINT SPECIFICATION®)

LC'MORE INFORMATION ABOUT FEATURE")

ADENINE BASES")
CYTOSINE BASES')
THYMINE BASES")
GUANINES')

URACIL BASES'")
PYRIMIDINE BASES")
PURINE BASES')

ANY BASES')

SEQUENCE"®)

LC'NUCLEOTIDE/PROTEIN SEQUENCE®)

T(C8)
T(C100) - LC'GENUS")
T(C50) L('SPECIES")
TC(I2)
T(C50)
T(C400)
T(C2000)
T(CS50) L('KEY WORD")
TCCS0) . LCTAUTHOR®)
TC(I12) L('YEAR")
T(I2)
TC(I2)
T(C8)
TCI4)
TC(14)
T(C200)
TC(14) LC('NUMBER OF
TC(14) L(*NUMBER OF
T(14) L ('NUMBER OF
TCI4) L('NUMBER OF
TC(I4) L('NUMBER OF
TC14) LC(*NUMBER OF
T(14) L{*"NUMBER OF
T(14) L(*NUMBER OF
T(14) L('LENGTH OF
TC(14) L(*SEQUENTIAL NUMBER')
T(C500)

Fig.1. ( Continued )

F-s~x-28 BFE(AR)2510)



2 BHF—90BNyS—SANALYSTO/IS—=2 a7 v FICDNT
9A26H(/K)DANALYSTHBEDHALD, CONy7r~U%V10,/L10ic "~
CSsrF7y TULET. Chicny, B82 < FBANALYSTHO6%ANALYSTAZE
HINITOTCHEETIW. 72, FADON-Ca v 7y T2 27V 2RFRE b F
LizDT, UATFOMEEBEMZ O Mic>0Tid, X@l1]Ernik==a7r[ 2, 3, 4,
5, 6, 7T12ZRLTTF3w.
EUEEN
e XV O DIFH L% s 0 Hb s o KEE
CANALYSTOHRD»LEEDTS ST v FR2EEFHL T 3.
ALLOCATE, ATTRIB, DSPRINT, FREE, LIST, PFD, LIS
TALC, LISTBC, LISTCAT, LISTDS, LOGOFF, PROFILE,
SEND, SORP, TERMINAL, TIME
s EmMANTI A FROBESYR-FINTZaUF
¥ -4 AN/ EH-MERGE, COMBINE, JOIN, PUTLABEL, GETL
ABEL, CONTENTS, DISPLAY, WAIT, ERASE, ADDVAR,
ADDCASE, CHECK, CODE, MCODE, NCODE, RENAMEVAR
%%—r/{/}gi FREQ, TFREQ
ﬁg.{.@ﬁ.....GTE ST
sEitahrza=oF
3R v KOS BCROS ST 20 FABEIESN, ZOMEIMCROSS
avr FR#HS.
BEH
LB, B, VI, B, K, RE S F-S 0By 5 —SANALY S TOMAK
SNT, AAAKBEE® e 5 ~[E®, 17, 4-5, 198 4.
2. i1E#M~<=271r FACOM ANALYST®HBZE(99SG-7400—1), BLmHR.
3. HEMi<=.7r FACOM A&ALYST/BASE:vyPﬁ%%(9éSP—74zo
—1), HtE.
4. FHEH~<~=271 FACOM ANALYST/TABULATEzZ 2 FHBMB(99SP -
7430-1), ELiEH .
5 ZHE#M~v=277 FACOM ANALYST/ANALYZEaI<v FHWEE(99SP-7
440-1), EL@EH.
6. HEMiv=>27r FACOM ANALYSTxy +—UHHBF(9I9SP-7480-1),
B+ 0.
7. HEM~<=2:7v FACOM OS N ANALYSTEAFIE(70SP-7410-1),
CERGL:E
(74739 B(R)2523)



