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gPCR and statistical analysis

gPCR and Statistical analysis followed the next
workflow (Figure 3).

Bioinformatic

characterization

The bioinformatic characterization was
perfomed using public databases (Figure 2).

Methods

Table 1. Patients and biopsies for RNAseq
and for gPCR analyses. Active CD: children
at diagnosis (on a gluten-containing diet, with
CD-associated antibodies, atrophy  of
Intestinal villi and crypt hyperplasia). Treated
CD: same patients in remission after being
treated with GFD for >2 years (asymptomatic,
antibody negative and normalized intestinal
epithelium). Control: tissue samples from
non-celiac individuals not suffering from
Inflammation at the time of endoscopy, used
as controls.
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Objective

Detect, identify, characterize and

validate novel transcripts
iInvolve in CD patients.

XLOC 002314 XLOC 012919 XLOC 010878

Localization chr20:50,278,410-50,279,321 chrl6: 5,017,237-5,018,210 chrl14:104,082,856-104,083,931

Search USCS Genome Browser
Similarto LincRNA: LINC01272

USCS Genome Browser
MRNA: SEC14L5

Blast
Predicted LOC105370691

Figure 5. gPCR results of three
transcripts. Fold change to control
average vs. Control (CNT) Treated (T)
and Active (AC) patients.
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