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International human genome project has been progessing rapidly. The
GDB, human genome data base, is becoming important more and more for
researchers. The GDB is produced and maintained on international
collaboration basis.

The GDB Japan node opened in Feb. 1994, and the GDB online services
started. This paper describes recent status of the GDB and discusses some
points.
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Genome Data Base Data Statistics
Date: Apr. 15, 1994

Object Totals

LOCUS:
Total Genes: 4547
Total D-segments: 37405
Mapped Genes: 3219
Mapped D-segments: 28649
Mapped Fragile Sites: 116
Mapped Breakpoints: 463
Map Sets: 768
Total Mapped Loci: 33215
Total Loci: 43323
PROBE:
PCR: 11849
ASO: 464
Clones: 79930
Total Probes: 92243
POLYMORPHISMS:
Polymorphic Genes: 889
Polymorphic D-segments: 6737
Total Polymorphisms: 10609
CITATIONS:
Journal Articles: 33073
Personal Communications: 6698
Abstracts: 822
Books: 42
Theses: 3
Total Sources: 40638
Total Sources linked: 22546

+F2 GDBOEEMERGET

DATE: Apr. 15, 1994

The total number of loci includes fragile sites,
breakpoints, and maps.

Therefore, on some chromosomes this number is
greater than the sum of the

genes and D-segments.

Chromosome Genes  D_segments Total

Unassigned 1328 8756 10084

1 342 1188 1572
2 181 1277 1533
3 127 2312 2518
4 129 2308 2521
5 116 1438 1585
6 175 946 1180
7 145 1513 1732
8 96 1032 1164
9 133 774 958
10 104 1147 1313
11 218 1897 2180
12 175 831 1025
13 51 640 734
14 94 545 656
15 83 530 633
16 119 681 881
17 175 1141 1370
18 34 802 884
19 197 549 762
20 65 451 541
21 42 1413 1516
22 95 548 672
X 254 4182 4688
Y 23 583 630
MT 55 0 55
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5(Show query terms), =(Search words),k Ii(gene Map), Z(defects list),
L{back to selection List)., Q(new Question), P{Print/output), ??{help). E(Exit)

~- Document 1 of 1 (7712 lines) --

*[CPEIN HEMOGLOBIN--BETA LOCUS [HBB; SICKLE CELL ANENIA, INCLUDED;
BETA-THALASSEMIAS, INCLUDED: HEINZ BODY ANEMIAS, BETA-GLOBIN TYPE,
INCLUDED; METHEMOGLOBINEMIA, BETA-GLOBIN TYPE, INCLUDED. ERYTHREMIA,
BETA-GLOBIN TYPE, INCLUDED: DYSERYTHROPOIETIC ANENIA. CONGENITAL,
IRISH OR WEATHERALL TYPE, INCLUDED]
The alpha and beta loci determine the structure of the 2 types of
polypeptide chains in sdult hemoglobin, Hb A.

By autoradiography using heavy-labeled hemoglobin-specific messenger
RNA, Price et al. (1972) found labeling of a chromosome 2 and & group
B chromosome. They concluded, incorrectly as it turned out, that the
beta-gamma-delta linkage group was on & group B chromosome since the
zone of labeling was longer on that chromosome than on chromosome 2
(which by this reasoning was presumed to carry the alpha locus or
loci). Study of a case of the Wolf-Hirschhorn syndrome {(4p-)
suggested that the B group chromosome involved is mo. 4. Barbosa
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