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Abstract.-Two-pararrwter flow cytomctry was used to measure sex differences in nuclear 
DNA content in the Florida Scrub Jay (/1j,helocoma c. coemlcscens ), a sexually monomorphic, 
cooperative breeder. Blood samples were obtained from 39 individuals, comprising 14 known 
males, 14 known females and 11 birds of unknown sex. Although significant among-session 
variation complicated the analysis, the standard estimate of genome size for known males 
(3.159 ± 0.019 pg DNA per nucleus) was significantly larger than that of known females 
(3.095 ± ().()19 pg). and the distributions of g�nome size for the two sexes did not overlap. 
Sex of most birds of unknown sex could thereby be assigned unambiguously. The mean 
value for genome size was 3.129 ± 0.036 pg (SD), and intraspecific variation was 4.63% 
of the mean (range 3.195-3.045 pg;). Analysis of feather pulp samples, complicated by high 
levels of debris and variability in the fluorescence distributions, was improved by use of 
electronic bilmap gating. Although flow cytornetric techniques will probably not allow 
identification of sex in all cases, flow cytomctry is nonetheless a potentially useful method 
for determining the sex of live birds. 

EV ALUACION DEL USO DE LA CITOMETRIA DE FLU JO PARA DETERMINAR 
EL SEXO EN INDIVIDUOS DE APHELOCOMA C. COERULESCENS

Sinopsis.-Se ut.ilizaron dos para.metros de citorne1 ria de flujo, para determinar las diferencias 
sexuales en el ADN nuclear de individuos de Aphelocoma c. coerulcscens, el cual es una 
especie monomorfica. Sc tornaron muestras sanguineas de 39 individuos, que cornprendian 
a 14 machos, 14 hembras y a  11 individuos de sexo desconocido. Aunque hubo variaciones 
significativas entrc las secciones, lo que complic6 el analisis, el estimado estandarizado de! 
tamano de] genoma de Ins machos (3. I 'i9 ±. ().()19 pg de ADN por nudeo), rcsult6 signi­
ficativarnerne mayor que el de las hcmbras (3.095 ± 0.019 pg) y la distribucion del tamano 
de! genorna entre los sexos, no se solapo. Por ende, el sexo de la rnayoria del grupo desconocido, 
se determin6 sin ambigtiedadcs. El valor promedio <lei tamano de! genoma fue de 3.129 ±. 
0.036 pg (DE). y la variacibn in1raespccifica resulti, ser 4.63% del promedio (alcance 3.195-
3.045 pg). El analisis de la pulpa de mucstras de plumas (complicado por altos niveles de 
impurezas y variabilidad en la distrihuci(m de las fluorescencias), fue mejorado con la 
utilizacion de "bitmat o,ating.'' :\unquc la citomctria de flujo probablemente no permitir,\ 
la identificacibn de\ scxo en todos los casos, la tecnica es de uso potencial para determinar 
el sexo de aves vivas. 

Research in avian biology frequently requires knowledge of the sex of 
live birds. Identification of sex, however, can present significant problems 
for ornithologists dealing with sexually-monomorphic species, juveniles 
and endangered species (Quinn et al. 1990, Ticrsch et al. 1991). In 
response to these problems, Nakamura ct al. ( 1990) described a rapid 
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