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A Case of Concomitant Tinea Infection Diagnosed with
Molecular Biologic Technique

Jong Hyun Ko, Young Ji Hwang, Ji Young Kim, Yang Won Lee,
Yong Beom Choe and Kyu Joong Ahn

Department of Dermatology, Konkuk University School of Medicine, Seoul, Korea

Trichophyton(T.,) rubrum is known to be the most common causative agent of tinea cruris, tinea
corporis, and tinea pedis, and hygiene, nutritional status, and high temperature/humidity are known to
play an important role in pathogenesis. Although there has been a report on a case of co-infection in
which tinea pedis subsequently developing tinea cruris with the foot lesion being a reservoir of the later
lesion, there is of yet no report which confirmed co-infection of two different lesions through
identification of definite causative organisms. This case concerns a 32 year-old patient who presented
with erythematous annular scaly patches on the groin and axilla. Although no organism was identified
on mycosel culture, DNA base sequence and RFLP analysis of the scales revealed 7. rubrum in both of
the lesions. Considering that this is a rare case of tinea cruris accompanied by tinea corporis in the axilla
and groin confirmed by molecular biological techniques, the authors present it with review of literature.

[Kor J Med Mycol 2010; 15(3): 150-155]
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Fig. 1. Multiple variable sized erythematous scaly
patches on the axillary area (A) and erythematous scaly
annular patches on the crural area (B).
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Fig. 2. Long hyphae, suggestive of Trichophyton
rubrum, were shown on microscopy (A: crural area, B:
axillar area) (KOH, ><400).
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600 bp
500 bp

T. rubrum 1TS1,5.8S rDNA and ITS2 amplification product of 583bp isolated from crural area of patient.
ATAGGGACCGACGTTCCATCAGGGGTGAGCAGACGTGCGCCGGCCGTACGCCCCCATTCT 60
TGTCTACCTCACCCGGTTGCCTCGGCGGGCCGCGCTCCCCCTGCCAGGGAGAGCCGTCCG 120
GCGGGCCCCTTCTGGGAGCCTCGAGCCGGACCGCGCCCGCCGGAGGACAGACACCAAGA 180
AAAAATTCTCTGAAGAGCTGTCAGTCTGAGCGTTTAGCAAGCACAATCAGTTAAAACTTT 240
CAACAACGGATCTCTTGGTTCCGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAAT 300
GTGAATTGCAGAATTCCGTGAATCATCGAATCTTTGAACGCACATTGCGCCCTCTGGCATT 360
CCGGGGGGCATGCCTGTTCGAGCGTCATTTCAACCCCTCAAGCCCGGCTTGTGTGATGGA 420
CGACCGTCCGGCCCCTCCCTTCGGGGGCGGGACGCGCCCGAAAAGCAGTGGCCAGGCCGC 480
GATTCCGGCTTCCTAGGCGAATGGGCAGCCAATTCAGCGCCCTCAGGACCGGCCGCCCTG 540
GCCCCAATCTTTATATATATATATATCTTTTCAGGTTGACCTC 583

T. rubrum 1TS1,5.8S rDNA and ITS2 amplification product of 582bp isolated from axillar area of patient.
ATAGGGACCGACGTTCCATCAGGGGTGAGCAGACGTGCGCCGGCCGTACGCCCCCATTCT 60
TGTCTACCTCACCGGTTGCCTCGGCGGGCCGCGCTCCCCCTGCCAGGGAGAGCCGTCCGG 120
CGGGCCCCTTCTGGGAGCCTCGAGCCGGACCGCGCCCGCCGGAGGACAGACACCAAGAA 180
AAAATTCTCTGAAGAGCTGTCAGTCTGAGCGTTTAGCAAGCACAATCAGTTAAAACTTTC 240
AACAACGGATCTCTTGGTTCCGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATG 300
TGAATTGCAGAATTCCGTGAATCATCGAATCTTTGAACGCACATTGCGCCCTCTGGCATTC 360
CGGGGGGCATGCCTGTTCGAGCGTCATTTCAACCCCTCAAGCCCGGCTTGTGTGATGGAC 420
GACCGTCCGGCCCCTCCCTTCGGGGGCGGGACGCGCCCGAAAAGCAGTGGCCAGGCCGCG 480
ATTCCGGCTTCCTAGGCGAATGGGCAGCCAATTCAGCGCCCTCAGGACCGGCCGCCCTGG 540
CCCCAATCTTTATATATATATATATCTTTTCAGGTTGACCTC 582

Fig. 3. (A) Polymerase chain reaction products of Trichophyton rubrum (ATCC 28188). M, 100-base pair marker; (B)
Restriction fragment length polymorphism patterns by Mval. Patterns were designated M, 100-base pair (bp) marker, 1.
Crural area 2. Axillar area; 7. rubrum genes for ITS1, 5.8S rRNA, ITS2 and 28S RNA, partial and complete sequence
Length = 632. (C) Crural area (Identities = 583/583 (100%), Gaps = 0/583 (0%)); (D) Axillar area (Identities = 582/583
(99%), Gaps = 1/583 (0%)).
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