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bz L2 b 3 ERE RRO T 77 1\ 3F Athalia rosae ruficornis % ETNVEBREY & L THIRETTH TV 5,
BT INNFUE, BHRSEINERG KPR T CRABELRHBS LI L TEL, BRTHEIIMIC
BT BMIEAT L L CHRHIALRBSTEL L0, 20— EREMACEBY .. BEDHO A H =X A
PHEWT L ECHENZEFNVERE B Y 2B LELTWS (Oishietal, 1993, 1995, 1998), L& L. HEizEH
Ny 2799y FEZELWEARS )., FhEE0 22 L3HIREED 2 TH 5,

REGREFNEYTH D F AT a7y Y a NI Drosophila melanogaster 13, EIREBMAL W) EALRSA
etttk 07281 FISH (Fluorescence i situ hybridization) #:% i\ CERIET ORfatk LT BT HALE %
A Z EHTE, BMAHRENENIEREN TS, LEL, 3753/ NF 2D, oS oRIE
ARG R RV, YauPa NIl ) hEEENNy 2SI ¥ EBLI LIRS TIEE
Vi,

# 7" A NFCidAE RAPD (Random amplified polymorphic DNA) % V> 7= JEEIRAT T 16 R OFEEHEED &
% % BRI A5 & 1 (Nishimori of al., 2000). FISH {E1C & V) Bi— 2 U — & (5T % i S i Ak
FIZEBEITHZ IR LT3 (#34R5, 2001; Matsumeto ef al., 2002), % Z°C, AFLP{% (Amplified
fragment length polymorphism) %V CDNAZE 2R L, BT 217 2 L0 L), 25 KRz TE
ST OVERE L R ATz SRIORHIZIE, B T INNFOHRERERTD 5 yellow fat body (yfb), cream eye
color (cec), short wing (sw) DEZDIWIDNTATEDBETHEROM 1 EHEL, FOM» 5 HAEBENIZE
BRI 4T R E 7z, SRS DRSS FRENS ./ A DNA i L. 2 EOHFIBEES (EoRl, Msel)
THAL L7 BENZDNAWHICT7 77 — 2 A8 b 0% E L, 7577 —586L, BB 2
BTG AT—IEBED IEEREMR T I A4 v — % HWTPCREIT (Vosetal, 1995), {EEIZERE L7z 33k
@i[i SOEREBHICL VAT S DNASHE L AFLP v — 47— & LTHRI L7z,

S5 N7z 67 D AFLP v — 7 — %, 8§ #Hr Y 7 b MAPMAKER ver. 2.0 (Lander et al., 1987) CRATL7-&
b z)\ 3D MBERER v —F — & 598D AFLP v — % — 2 14 RKOEEREL R L7z (Fig. Do

SBBIVELCDAFLP v — A — 2B 52 LT, T INNFLHEOLRBELD 8 RIIUE LB ETEH
WRZEHEL 7oV, F720 270 —= 7 L STS AL (Sequence tagged sites) L7z AFLP ¥ — 7% — %, fFffa53
PHIOLAK FIZFISH $4 2 &Ik 0 EEREE Reffht 11 TR ER A 22 HEEL TV A,

* Abstract of paper read at the 37th Annual Meeting of Arthropodan Embryological Society of Japan, June 1-2, 2001 (Nihonmatsu,
Fukushima).
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Fig. 1 A linkage map of Athalia rosae ruficornis based on 59 AFLP markers and three visible mutation markers, yellow
fat body (fb), cream eye color (cec) and short wing (sw). Markers are each represented by the EcoRI primer
designation (a letter represented by three selective bases), a dash and the Msel primer designation. Markers
were mapped with a minimum LOD score for linkage of 3. 0 except for three parts with a minimum LOD score
for linkage of 2. 5. The numbers on the left are the genetic distances in each interval measured in centimorgans.
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