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Trial of Intensive Acupuncture for Smoking Cessation: A
Pilot Study
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Background Despite the significant decline in smoking rates in the
USA over the last 50 years, 42 million Americans continue to smoke.
Although the combination of behavioural counselling with FDA-
approved medications offers the best evidence-based treatment
approach, 12-month relapse rates remain at >60%. Both healthcare
providers and patients are searching for alternative treatment options.
Most acupuncture trials have yielded poor results for smoking
cessation; however, most trials have not used an intense treatment
protocol and maintained treatment for at least 12 weeks.

Methods We designed a pilot study to address these methodological
problems. Twenty-eight smokers were recruited to attend two | h
acupuncture sessions weekly for 12 weeks. Primary endpoints
included completion rate, acceptability of the protocol and side
effects. Secondary endpoints included carbon monoxide (CO)-
confirmed, 7-day point prevalence quit rates at 12 weeks and 26
weeks.

Results Sixteen of the 28 patients enrolled (57%) completed 12
weeks of treatment. OF the 17 patients who completed the end-of-
study questionnaire, 94% (16/17) rated the programme as helpful, and
82% noted they would recommend it to friends for smoking

cessation. Three of the 28 who initially enrolled in the study were
confirmed abstinent at 12 weeks (10.7%); one of the 28 (3.6%) was
abstinent at 26 weeks.

Conclusions A larger study with a slightly less rigorous and more
acceptable treatment protocol is feasible and should be considered.
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Genome-wide meta-analysis leveraging genetic heterogeneity
identified abundant associations with multiple age-related
phenotypes

Alexander M. Kulminski, Yury Loika, Jian Huang, Jiayi Wang,
Konstantin G. Arbeev, and Irina Culminskaya
Biodemography of Aging Research Unit, Social Science Research

Institute, Duke University, Durham, NC 27708-0408, USA.

Genome-wide association studies (GWAS) are traditionally based on
principles of medical genetics. This strategy is well adapted for
Mendelian disorders. Genetics of phenotypes that leave human
organisms vulnerable to diseases in late life (called age-related
phenotypes) is, however, more complex. The fundamental
complicating factor is the elusive role of evolution in fixing molecular
mechanism of these phenotypes. This complexity implies a special
type of an inherent genetic heterogeneity reflecting sensitivity of
genetic associations with age-related phenotypes to the life course of
individuals in different environments. Here we follow a two-stage
genome-wide approach that leverages this heterogeneity. This
approach is demonstrated by examining pleiotropic and non-
pleiotropic genetic predisposition to 24 age-related phenotypes (16
biomarkers, 7 diseases, and death) in a modest sample (N=26,371)
from five studies (ARIC, FHS, MESA, CHS, and CARDIA) from the

ndidate Gene Association Resource. In Stage 1, we performed the
traditional univariate GWAS for each of 24 phenotypes improved by
leveraging information from longitudinal follow up in each study
separately. In Stage 2, we used four meta-tests to combine statistics
from Stage | leveraging different types of heterogeneity. Non-
pleiotropic analysis replicated 212 SNPs (49 loci) and identified 64
novel SNPs (59 loci) at genome-wide significance. Pleiotropic
analysis identified 202 novel SNPs (154 loci) in this modest sample
(all loci exclude the Major Histocompatibility Complex). Our
findings demonstrate benefits of more comprehensive approaches
than the currently prevailing ones to gain insights into the genetics of
age-related phenotypes.





