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Predictive Analysis of Chicken Transcription Factors at Genome—wide Scale
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Abstract: The transcription factor plays important roles in gene regulation networks. In this study,720 transcription
factor genes on chicken genome based on HMM model were identified, which distributed non-random on 1 to 28
chromosome, Z chromosome and 7 linkage groups. According to QTL information, it was found that there are 554
transcription factors located on 1515 QTLs related to exterior traits,health traits,physiology traits and production traits.
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