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B 1 A) Restriction maps of the AS gene. The top line shows the AS gene
structure reported by Freytag et al. (1984b). Solid boxes indicate exons
or the restriction fragments hybridizing with the AS ¢cDNA. Only EcoRI
restriction sites (E) are indicated. The DNA regions carried with the
three phage clones, Lm AS-8, Lm AS-9 and Lm AS-10, are also shown.
An EcoRI DNA fragment used as a probe for the library screening is
underlined below the map of the phage clone, Lm AS-8.
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B 1 B) Nucleotide sequences of the 5 end region of the AS gene. A part
of the nucleotide sequences of the AS ¢cDNA (Bock et al., 1983) and of
an AS pseudogene, ¢AS-Al(unpublished data), are also included. The
matched bases between AS gene and the pseudogene are indicated by
vertical lines. Asterisks indicate gaps inserted to get the best alignment
of homology between them. The “TATAA” sequence is shown by an
open box. Two pairs of inverted repeats are indicated by arrows. The
bases indicated by small characters represent sequences of introns. The
numbers in the parentheses correspond to those described by Bock et
al. (1983) for their AS cDNA sequence. The predicted cap site is in-
dicated by an arrowhead. The nucleotides upstream from the putative
cap site are negatively numbered. The amino acid sequences coded by
the exons are given above the nucleotide sequence.
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EEOKE DNA EFloR#EE LT CACA~H 303 GTCT DX HIE7 Y v-€) 32
ORAERAIMEEL TN, SOWEKEELC L E LTSV v 4 A RILEDIEELSELE
BB B x vy — EIEEN S DNA BRI A TR & S HERIINRESA TS



£

| - f ?p ?. ? - F

~ ’/

\\ —— PR ’Z—Dﬁp ’,/
\\ o
Aw Al S
\\\ ,/
\\ /
BoH K x s\H\E\E B s’;/n HB £ HE
P o S B A i A A P TR A . ¥
AT ANt W lntrom"ﬂ‘ U TR v B 'hn'
Probe
Total nuclear DNA + +# + -+ #+#+ +
AluDNA - _ g 4 - #H - 4

B2 Repetitive sequence in the AS gene and strategies used in sequencing the repetitive
sequence of intron 1. A thick bar represents a part of the AS gene. Solid boxes indi-
cate exons or fragments hybridizing with probes prepared from a AScDNA or a AS
pseudogene. Vertical striped bars denote repetitive sequences which were identified
and characterized by Southern blot hybridization using a total nuclear DNA probe
and a cloned Alu DNA probe. Hybridizable fragments are arbitrarily classified into
four grade (— to ) by the intensity of autoradiographic positive bands. To deter-
mine nucleotide sequence of the repeat of intron 1, a 3.0 kb EcoRI fragment was
subcloned into pBR 322 and is enlarged to show sequencing strategies which are
indicated by arrows. Two Alu repetitive sequences are shown by grey-coloured boxes
with triangle indicating its direction (5' to 3'). Restriction sites : EcoRI, E ; BamHI,
B HindIIl, H; Aval, A ; Bglll, Bg; HincIl, Hec; Kpnl, K ; Sabl, Sa; Sphl,
Sp ; Xbal, X.
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