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AT —Y—#14 Citrus depressa Hayata BERE
7T —H—#15 C. depressa Hayata TERE
U —H—#11 C. depressa Hayata NEE B
== (1) C. depressa Hayata (wd =
== () C. depressa Hayata e~
=707 (B C. depressa Hayata Tk B fe
—IVT(5:%) C. depressa Hayata Mk B
=07 (B1RE) C. depressa Hayata TR B
BV % 7 C. depressa Hayata 5w
X087 C. depressa Hayata 55
X113 C. depressa Hayata Er
X1 115 C. depressa Hayata 5
XA H1T C. depressa Hayata 5565
KRR IR SRS 4 77— —

KEMWT T =— C. depressa Hayata T
PFERIT =— C. depressa Hayata TR

A =T C. depressa Hayata P
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BT C. tachibana (Makino) Tanaka HAS

A C. sunki (Hayata) hort. ex Tanaka HrE

IV A INNT C. reshnihort. ex Tanaka AR

X auIf C. kinokuni hort. ex Tanaka diE

Ty agIN C. unshiu Marccow. HAR
NV C. reticulata Blanco AR
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