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Molecular Identification of Morchella crassipes and Phylogenetic Analysis
of Morchella Fungi

HE Pei-xin, LIU Wei
(School of Food and Biological Engineering, Zhengzhou Institute of Light Industry , Zhengzhou 450002, China)

Abstract: To identify a morel sample collected from the suburbs of Zhengzhou, Henan Province and to study the
phylogenetic relationships of fungi of genus Morchella, internal transcribed sequence (ITS) analysis was applied. The mo-
rel mushroom identified is Morchella crassipes, which is consistent with morphological identification. Phylogenetic analysis
reveals all Morchella strains can be divided into four groups. The first group includes M. elata, M. angusticeps, M. costa-
ta, M. conica and M. gigas; the second group includes M. esculenta, M. crassipes and M. spongiola; the only species M.
rufobrunnea belongs to the third group, and the fourth group, which also includes only one species of M. semilibera, has
bigger distance with other groups. The sequence analysis of ITS can be used in species identification and study of phyloge-
netic relationships of genus Morchella.

Key words: internal transcribed sequence; Morchella; Morchella crassipes; phylogeny
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DQ257329 Morchella elata
EF017946 Morchella elata
AJ544201 Morchella elata
DQ243909 Morchella elata
EU600241 Morchella elata
AJ698477 Morchella elata
AJ698476 Morchella angusticeps
EF081000 Morchella elata
EF080997 Morchella costata
DQ257334 Morchella costata

. EF080998 Morchella costata

DQ257332 Morchella costata
DQ257333 Morchella costata
EU600240 Morchella esculenta
FJ235140 Morchella sp. SOC428
AJ544203 Morchella angusticeps
AJ698474 Morchella elata
EF080996 Morchella elata
EF062475 Morchella elata
AJ544200 Morchella elata
DQ257330 Morchella elata
DQ257331 Morchella elata
AJ544202 Morchella esculenta
AJ698478 Morchella costata
AF000970 Morchella angusticeps
AJ698475 Morchella esculenta
AM269501 Morchella conica
AJ544198 Morchella conica
AJ544197 Morchella conica
AJ544194 Morchella conica
FJ594059 Morchella conica
MCUS51852 Morchella conica
257338 Morchella angusticeps
DQ257337 Morchella angusticeps
DQ257336 Morchella angusticeps
DQ257344 Morchella conica
DQ257343 Morchella conica
DQ257345 Morchella conica
AJ544196 Morchella conica
AJ543743 Morchella gigas
AJ543742 Morchella gigas
AJ539477 Morchella spongiola
AJ539474 Morchella spongiola
AJ539478 Morchella spongiola
AJ539476 Morchella spongiola
AJ539475 Morchella spongiola
AF008231 Morchella spongiola
AJ539473 Morchella spongiola
AM397272 Morchella esculenta
AJ543740 Morchella crassipes
MEUS51851 Morchella esculenta
AJ543737 Morchella esculenta
AJ543739 Morchella esculenta
AF000971 Morchella vulgaris
DQ257341 Morchella esculenta
EU086776 Morchella esculenta
EU086775 Morchella esculenta
AJ543741 Morchella esculenta
DQ257342 Morchella esculenta
DQ257340 Morchella esculenta
DQ257339 Morchella esculenta
FJ746638 Morchella esculenta
AJ543738 Morchella esculenta
EF081002 Morchella crassipes
EF081001 Morchella crassipes
EF081003 Morchella crassipes
EU701002 Morchella crassipes
EU701000 Morchella crassipes
EU701001 Morchella crassipes
AJ539479 Morchella sp. MA4SS17
FI860052 Morchella crassipes
EU701003 Morchella crassipes
AF008232 Morchella crassipes
AJ623265 Morchella crassipes
AJ543736 Morchella crassipes
AJ539482 Morchella crassipes
AJ539480 Morchella crassipes
AJ539481 Morchella crassipes
DQ257346 Morchella crassipes
DQ355921 Morchella rufobrunnea
DQ355922 Morchella rufobrunnea
AF008233 Morchella semilibera

1 ¥HEREFITS FNRELZEIHRER
Fig.1 Phylogenetic analysis of Morchella spp. based on ITS sequences
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