[7]

23

UITUIUNY

Ashbee, H. R. (2006). Recent developments in the immunology and biology
of Malassezia species. FEMS Immunology and Medical Microbiology. 47(1):
14-23.

Hort, W., and Mayser, P. (2011). Malassezia virulence determinants. Current
Opinion in Infectious Diseases. 24(2); 100-105.

Devlin, R. K. (2006). Invasive fungal infections caused by Candida and
Malassezia species in the neonatal intensive care unit. Advances in
Neonatal Care. 6(2): 68-77.

Castella, G., Coutinho, S. D., and Cabanes, F. J. (2014). Phylogenetic
relationships of Malassezia species based on multilocus sequence
analysis. Medical Mycology. 52(1): 99-105.

Cabanes, F. J., Acqua, S. D., Puig, L., Bragulat, M. R., and Castella, G. (2016). New
lipid-dependent Malassezia species from parrots. Revista Iberoamericana
de Micologia. 33(2): 92-99.

Honnavar, P., Prasad, G. S., Ghosh, A., Dogra, S., Handa, S., and Rudramurthy, S.
M. (2016). Malassezia arunalokei sp. nov., a hovel yeast species isolated
from seborrhoeic dermatitis patients and healthy individuals from India.
Journal of Clinical Microbiology. 5&(7): 1826—1834.

Lorch, J. M., Palmer, J. M., Vanderwolf, K. J., Schmidt, K. Z., Verant, M. L., Weller,
T.J., and Blehert, D. S.(2018). Malassezia vespertilionis sp. nov.: a new cold-
tolerant species of yeast isolated from bats. Persoonia. 41: 56-70.

Xu, J., Saunders, C. W., Hu, P., Grant, R. A., Boekhout, T., Kuramae, E. E., Kronstad,
J. W., DeAngelis, Y. M., Reeder, N. L., Johnstone, K. R, Leland, M., Fieno, A. M.,
Begley, W. M., Sun, Y., Lacey, M. P., Chaudhary, T., Keousgh, T., Chu, L., Sears, R.,
Yuan, B., and Dawson, T. L. Jr. (2007). Dandruff-associated Malassezia
genomes reveal convergent and divergent virulence traits shared with
plant and human fungal pathogens. Proceedings of the National Academy of

Sciences of the United States of America. 104(47): 18730-18735.



24

UIIAUUYNTU (D)

[9] Dawson, T. L. Jr. (2007). Malassezia globosa and restricta: breakthrough
understanding of the etiology and treatment of dandruff and seborrheic
dermatitis through whole- genome analysis. Journal of Investigative
Dermatology Sympaosium Proceedings. 12(2); 15-19.

[10] Guillat, J., Hadina, S., and Guého, E. (2008). The genus Malassezia: old facts
and new concepts. Parassitologia. 50(1-2): 77-79.

[11] Gaitanis, G., Magiatis, P., Hantschke, M., Bassukas, I. D., and Velegraki, A. (2012).
The Malassezia genus in skin and systemic diseases. Clinical Microbiology
Reviews. 25(1): 106-141.

[12] Ashbee, H. R., and Evans, E. G. (2002). Immunology of diseases associated with
Malassezia species. Clinical Microbiology Reviews. 15(1); 21-57.

[13]  Tosti, A., Villardita, S., and Fazzini, M. L. (1972). The parasitic colonisation of
the horny layer in tinea versicolor. Journal of Investigative Dermatology. 59:
233-237.

[14] Nazzaro-Porro, M., Passi, S., Caprilli, F., and Mercantini, R. (1977). Induction of
hyphae in cultures of Pityrosporum by cholesterol and cholesterol esters.
Journal of Investigative Dermatology. 69: 531-534.

[15] Dorn, M., and Roehnert, K. (1977). Dimorphism of Pityrosporum orbiculare in
a defined culture medium Journal of Investigative Dermatology. 69: 244-248.

[16] Faergemann, J., and Fredriksson, T. (1981). Experimental infections in rabbits
and humans with Pityrosporum orbiculare and P. ovale. Journal of
Investigative Dermatology. 77(3): 314-318.

[17] Mayser, P., Imkampe, A., Winkeler, M., and Papavassilis, C. (1998). Growth
requirements and nitrogen metabolism of Malassezia furfur. Archives of
Dermatological Research. 290: 277-282.

[18] Saadatzadeh, M. R, Ashbee, H. R., Holland, K. T., and Ingham, E. (2001).
Production of the mycelial phase of Malassezia in vitro. Medical Mycology,

39: 487-493.



[19]

[22]

[24]

25

UIIAUUYNTU (D)

Youngchim, S., Nosanchuk, J. D., Pornsuwan, S., Kajiwara, S., and Vanittanakom,
N. (203). The role of L-DOPA on melanization and mycelial production in
Malassezia furfur. PLoS One. 8(6): e63764.

Juntachai, W., and Kajiwara, S. (2015). Differential Expression of Extracellular
Lipase and Protease Activities of Mycelial and Yeast Forms in Malassezia
Sfurfur. Mycopathologia. 180(3-4): 143-151.

Hennicke, F., Grumbt, M., Lermann, U., Ueberschaar, N., Palige, K., Béttcher, B.,
Jacobsen, I. D., Staib, C., Morschhéauser, J., Monod, M., Hube, B., Hertweck, C.,
and Staib, P. (2013). Factors supporting cysteine tolerance and sulfite
production in Candida albicans. Eukaryotic Cell. 12(4): 604-613.

Gauthier, G.. M. (2017). Fungal Dimorphism and Virulence: Molecular
Mechanisms for Temperature Adaptation, Immune Evasion, and In Vivo
Survival. Mediators of Inflammation. 2017:8491383.

Citiulo, F., Jacobsen, I. D., Miramén, P., Schild, L., Brunke, S., Zipfel, P., Brock,
M., Hube, B., and Wilson, D. (2012). Candida albicans scavenges host zinc via
Pral during endothelial invasion. PLoS Pathogens. 8(6): €1002777.

Park, M., Cho, V. J., Lee, Y. W., and Jung, W. H. (2017). Whole genome
sequencing analysis of the cutaneous pathogenic yeast Malassezia
restricta and identification of the major lipase expressed on the scalp of
patients with dandruff. Mycoses. 60(3): 188-197.

Sunagawa, M., and Magae, Y. (2005). lIsolation of genes  differentially
expressed during the fruit body development of Pleurotus ostreatus by
differential display of RAPD. FEMS Microbiology Letters. 246(2). 279-284.
Konno, N., Ishii, M., Nagai, A., Watanabe, T., Ogasawara, A., Mikami, T., and
Matsumoto, T. (2006). Mechanism of Candida albicans transformation in
response to changes of pH. Biological and Pharmaceutical Bulletin. 29(5): 923-
926.

Juntachai, W., Chaichompoo, A., and Chanarat, S. (2020). Ambient pH regulates
secretion of lipases in Malassezia furfur. Microbiology. 166(3): 288-295.



26

USIAUUYNTU (AD)

[28] Kijpornyongpan, T.,-and Aime, M.C. (2020). Investigating the Smuts: Common
Cues, Signaling Pathways, and the Role of MAT in Dimorphic Switching and
Pathogenesis. Journal of Fungi (Basel). 6(4): 368.





