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which active Hh accumulates at the outer leaflet of the plasma membrane and activates signaling in a juxtacrine manner. By 
increasing the number and length of cytonemes containing Hh in disp mutant, we surprisingly did not observe activation of 
the pathway away from the secreting cells. From this we concluded that the presence of active Hh on cytoneme is not 
sufficient to induce Hh target genes in this context. These findings reveal additional complexity in the model of cytoneme 
mediated Hh transport. 
 
 
P236 Gene expression profiling upon Alk signalling in the Drosophila visceral mesoderm 
 
Patricia Mendoza-Garcia1, Swaraj Basu1, Erik Larsson Lekholm1, Ruth Palmer1. 1University of Gothenburg (Gothenburg, SE).  
 
The receptor tyrosine kinase (RTK) Anaplastic lymphoma kinase (ALK) has a key role in neuroblastoma development, and so 
it is considered an important therapeutic target. ALK is mainly expressed in central and peripheral nervous systems among 
mammals; however, its physiological role remains still unclear. On the other hand, the Drosophila Alk is predominantly 
expressed in the embryonic visceral mesoderm (VM), where is activated in response to its secreted ligand Jelly Belly (Jeb). 
Here, the role of Jeb/Alk signalling is to divide the VM cells into two subtypes: founder cells (FCs) and fusion-competent 
myoblasts (FCMs). This subdivision is crucial for further muscle specification and fusion to form a fully functional larval midgut. 
In this study, we aim to reveal unknown transcriptional targets of Jeb/Alk signalling and highlight gene regulatory networks 
involved in FCs specification of the VM. To achieve it, we employed the DamID technique, which allows cell-specific profiling 
without cell isolation by means of genome-wide profiling of RNA-polymerase II binding to transcriptionally active regions. 
Comparative analysis of AlkEC (extracellular domain) versus Jeb overexpression led to a list of putative transcriptional targets 
of Alk signalling, being one of them the snail transcription factor family Kahuli (Kah). Kahuli is expressed in both visceral and 
somatic mesoderm and animals devoid of Kah display clear muscle defects. Here we show how Kah expression in the VM is 
responds to Alk signaling. Moreover, animals devoid of Kah show defects in both visceral and body wall muscles.  
 
P237 Cancelled 
 

Topic 8: Transcription & chromatin & epigenetics 
 
P238 In vivo Hox binding specificity revealed by systematic changes to a single cis regulatory 
module 
 
Carlos Sanchez-Higueras1, James Castelli-Gair Hombria1, Richard S. Mann2, Harmen J. Bussemaker3, Chaitanya Rastogi3, 
Roumen Voutev2. 1Andalusian Centre for Developmental Biology (CABD; CSIC/UPO/JA). (SEVILLA, ES); 2Mortimer B. 
Zuckerman Mind Brain Behavior Institute. Columbia University, New York, USA; 3Departments of Biological Sciences and 
Systems Biology. Columbia University, New York, USA.  
 
Hox proteins belong to a family of transcription factors with similar DNA binding specificities that control animal 
differentiation along the antero-posterior body axis. Hox proteins are expressed in partially overlapping regions where each 
one is responsible for the formation of particular organs and structures through the regulation of specific direct downstream 
targets. Thus, explaining how each Hox protein can selectively control its direct targets from those of another Hox protein is 
fundamental to understand animal development. Analysing a cis regulatory module directly regulated by seven different 
Drosophila Hox proteins, we uncover how different Hox class proteins differentially control its expression. We find that 
regulation by one or another Hox protein depends on the combination of three modes: Hox-cofactor dependent DNA-binding 
specificity; Hox-monomer binding sites; and interaction with positive and negative Hox-collaborator proteins. Similar 
regulation can be achieved by Drosophila and Amphioxus orthologs, suggesting these three mechanisms are conserved from 
insects to chordates. 
 
 
P239 Cancelled 
 
P240 Teashirt/Tiptop collaborate with the TALE homeodomain transcription factor pair 
Homothorax-Extradenticle to regulate fly eye disc development  
 
Roumen Voutev1, Richard Mann1. 1Columbia University (New York, US).  
 
Combinatorial interactions between transcription factors (TFs) at enhancer elements provide high specificity of gene 
regulation. The TALE homeodomain transcription factor pair Homothorax-Extradenticle (Hth-Exd) controls cell proliferation 
in the developing fly eye disc by regulating the expression of the miRNA bantam (ban) through a distinct enhancer element, 
ban-eye. The Zn-finger transcription factor Teashirt (Tsh) has previously been implicated in this process but its precise 
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