EH2—1—4a

<FzHI> DYFTRORMKEFR-EFEEREOTII/ /009K

7~ /)7 vy¥X (Pentalagus furnessi) 1%, BERE R OEZBIZOHLERT D, vHXF
(Leporidae) (2@ L. ZRMAIMEN R E - B2 b, thE (B 3GEET. 1B 1ETH
Do T~/ 7YX EFEOREE LB, U TROMELOKREE L BRERS S & OBIRO A Y PR,
HVHEOMRREZ 25 LT, MO THEERFETH D,

Ty ErEgtydXHEpIttRA T 11 ESmSNS (K1), Yamada et al. (2002) 13,
I b= KU 7 DNA (12SrRNA) Z# AW 73 FHR O T REDOMNT 21T o 72/ER (K 2), 7+
J 7 a X g L OSIERZE 1600 JTHE~1200 H4ERT EHEE L, £7-. Matthee et al. (2004) %
% DNA & X k=2 KU T DNA O 1RO ST A MR E R A MR LI @i e, 7~ /7
0 YR &R & ODIERITHR 944 HAERT (115 4R EHESINSEL (K3), WiHEE L,
R I S BINCIT2—TF > 7 RO~ TH > 2 BERE L2 B3, FEFrihCITRbE) & R
SN TV e T2 BRI b xR T 2 EBE LTV D,

HAEWSERNCR S & Ao ATE (B) Pliopentalagus L% % S, {LAITHEKTRASH
TV EF, 22— 7 KEOH FLRIR TR A I, £, S THHE R TV 5 (Tomida and
Jin, 2002), I HIZ, RSSO TEIEIEEEHE (170 4R 130 H4ERT) OHE & Bt
(K 40 THRD) OMENSL T~ ) 7 a U X)E (Pentalagus) DIbAMNEE SNT- (NS, 2009),

1 UvHFHERIEENRD 10 RO,

I : 7 % XE(Oryctolagus), 1 : 77 %7 7% X J&(Caprolagus), Il : 7~ X /7 v 74 X & (Pentalagus),
IV : 2~ b7 U4 FE(Nesolagus), V : VB> % 7% 7% X)E(Poelagus), VI: 7 v ¥ o~ Y XE
(Bunolagus), VI : 771 7% ¥ J&(Pronolagus), Vl : A % 24X E(Romarolagus), X : 7' I — U4+ FXg
(Brachylagus), X : U %4 7% Xg(Sylvilagus), 7238, / 7V XELapuslIfikE 4 —A T VT &FrE
FFEMFENC DA T D DR LTy,



a F X5 X% (Ochotonoidae)

Ochotona hyperborea

Nesolagussp.

Brachylagus idahoensis

PR e S
(Leporidae)

Bunolagus monticularis
Romerolagus diazi
Pentalagus furnessi

Sylvilagus audubonii

Sylvilagus floridanus

Oryclolagus cuniculus

E— Lepus brachyurus

78 100L—— Lepus timidus

Pronolagus crassicaudatus

— 0.01 substitutions/site

b FF 74 X% (Ochotonoidae)

Ochotona hyperborea

4 R}

Oryctolagus cuniculus
Lepus brachyurus
Lepus timidus

(Leporidae) 53

91
+11

+3 63
+2

Brachylagus idahoensis
Sylvilagus audubonii
Sylvilagus floridanus
Romerolagus diazi
Bunolagus monticularis
Penra!agus furnessi

Pronolagus crassicaudatus

Nesolagus sp.

Fig. 2. Phylogenelic trees inferred from the 128 rENA sequences of nine genera of Leporidae. (a) Neighbor-joining tree based on
genetic distances computed by Kimura's (1980) two-parameter method; (b) 50% majority-rule consensus tree from six equally parsime-
nious trees (L= 597; CI = 0.55) recovered in weighted (2:1) maximum parsimony analysis. Sequences ather than those of Japanese
taxa were obtained from databases. The sequences of the 128 rRNA gene were aligned manually, introducing gaps to maximize
homelogy. Excluding such regions, 710 selected sites were used. Only bootstrap values (based on 500 replicates) >50% are shown
beside the relevant node. Numbers below nodes in the MP tree are Bremer support index values.
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