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Characterization of new gangliosides of the lactotetraose
series in murine xenografts of a human glioma cell line

J.-E. Mansson, P. Fredman, D.D. Bigner*, K. Molin, B. Rosengren, H.S. Friedman* and
L. Svennerholm

Department of Psychiatry and Newrochemistry, University of Gothenburg, St. Jargen's Hospital, 5-422 03 Hisings-Backa,
Sweden, * Department of Pathology and * Department of Pediatrics, Duke University Medical Center, Durham, NC 27710,
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The major mono- and disialogangliosides of the extensively characterized established human glioma line
D54MG were isolated and purified from subeutaneous solid xenografts grown in athymic (nu/nu) mice.
Structural determination showed that they belonged to the lactotetraosylceramide series, The sialvilacto-
tetraosylceramide contained 20% N-glycolyl- and 10% N-acetylneuraminic acid linked in an 22-3 linkage
(IV*NeuGe-LeOse Cer, [V*NeuAc-LeOse,Cer). The disialogangliosides had a previously undescribed type
of structure with sialic acids linked to the terminal galactose in an x2-3 linkage and to N-acetylglucosamine
in an #2-6 linkage. Mot only did species with NewAc or NeuGe occur, but also species with mixtures of
the two sialic acids, e.g. NeuAC and NeuGe. The schematic structures of the new disialogangliosides are
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