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<L shaped= 3D structure is highly sensitive towards 

Along the same line, the <tip= of the 
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29

<m

peaks= around m





to be in the 39UTR, around stop codons and in long internal exons.



VIRMA provides methylation specificity in the 39UTR and 
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RNA sites in the 39UTR and near stop codons.

alternative polyadenylation in the 39UTR.

39UTR was observed. 

which adopts a <horse shaped= conformation. 

The visible part of ZC3H13 is described as <barding= of the <horse=, comparing the whole 

structure to a <war horse=.



, &). The electronic states are further divided into sever





�(ÿ) = �06�06 + ÿ6

� = ���� + ��

–

–



–

–

–

–



α

α

ÿ1 ∙ sin(ÿ1) = ÿ2 ∙ sin(ÿ2)

ÿ2 = 90° ↔  sin(ÿ2) = 1
α

ÿ� = sin−1 (ÿ2ÿ1)

α

α α
α

α α

α





–





–









–

or underrepresentation of specific sites or contexts (sequence, structure, location, &). 

–



–







–

–

–











from 2 fragments, where the 39 fragment carries the target adenosine at its 59 end. This 39
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behavior on the size exclusion column. The <tail= increases the hydrodynamic radius more than 
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for WTAP. In contrast, <extending= the NTD domain by addition of the binding partner WTAP 
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ÿ� = sin−1 (ÿý����ÿýþ�� )

sin(ā)sin(Ā) = ÿýþ��ÿ���Ā = 90° 2 ÿ�
γ

α

»

Calculated wavelength (») dependent critical angles for total internal reflection (α
). To reach αc, the light has to enter the prism 

within the angle γ and is refracted to angle β.

λ [nm] α β γ



α ≈ 70°) was chosen to 
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a comfortable and fast way for switching lasers on the sample slide (<g= for the green shutter, 

<r= for the red shutter and <b= for the blue shutter). Again, open sh

the cycle by mouse click on <Start= or with pressing the <a= key, the cycle can be aborted with 

the <stop= button or will finish automatically and continue with opening the specified shutter 

cle (<leave open=: green, red, blue or none).

camera can be set on live view (<Live= button) with the specified camera settings for exposure 

in live mode. The <Stop= button will set the camera back to idle.

By pressing the <space= key, acquisition is triggered and the given number of frames is captured. 

measurements. Most importantly, the acquisition can be combined (select <combined=, 

not <individual=) with



pressing the <Stop= button, so only the 

The clearing mode is set to <pre sequence= (1 cycle) and the 20 MHz

the clearly structured interface and the introduction of <convenience= settings 
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individual scale and in a <stitched= format. For the individual analysis, all molecule traces were 

After HaMMy analysis, three output files per input file are generated. The <report= file contains 

those states. The <path= file con

which this frame was fitted to. The last output file (<dwell=) reports on the dwell time for which 

s state A, &). These output files are concise to analyze for the 



TDPs are generated from one or more <report= files, representing a heat map of the identified 

<report= file. In contrast to this, for the individual analysis 



ity plots (weighted by number of transitions, <stitched= (left) and 



<stitched = of all protein containing 
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state is significantly less populated which renders formation of the product as <inhibitor= for the 
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<squeezing= of the RNA presumably results in flipping 
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domains bind the RNA on both ends and <squeeze= the RNA. This bending flips out the target 



<bending and stretching= motions might help to further increase the RNA dynamics and to 
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decay fit are marked with 8n.d.9. Irrelevant transitions are marked with 8/9. 
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Zinkfinger (M3ΔNTD), ein Zinkfinger (M3ΔZF1) oder nur die MTD (M3MTD) 

Domäne (M14ΔRGG), die NTD 

(M14ΔNTD) oder beide (M14MTD). Ein Minimalkomplex, 

erhöhte Methylierungseffizienz für den M3ΔNTD

strukturell wichtigen α



M3ΔNTD ge

Konstrukt hin. Auch hier zeigte der Komplex M3ΔNTD ein einzigartiges Verhalten







–

–




