The Arab American University

Purchasing Procurement Dep.

‘,\;\ Sl

N7
Fomican o

diSyyofl dusll droLaI
ulyyidigllg pilglil dyila

10/03/2026 :pyi

Q120.2026 sghuiwdl o)

....................................................... saludl

......................................................... 1092l

......................................................... Y|

BR2426-000472 :8lanll daxdll & i) Jold AIWI p3lgl Hlaswl g3 elomyll 2 ylased o958 grlyutiant
f'-’:; Ll A5 Jle SO || EW]| ENEN | Caall el #
; 2
NGS sequencing for microbiome analysis (16 S RNA) using
2.8 KIT lllumina MiSeq 1
&5l dmiall e Oliyolgally Juoladl 39ye
L Vs | Sl
19900 28939 @i Zhdwdl Siledas
B PR 2 o2l el dege (3T Hx
17/03/2026 HECIFYN .
Grsee b pamd gl Dgidl Axuds
% %
_))‘3.) a.L(LlJ % %
u}o-M_)Jl oyl ] U doogill Jodd jlaudl  *x
JoS g5 ygill g3 wx

Gl Byl @ o2l dly) oo

* %k

bl g &

236 &l (58 o el pue Ul (§ 9 eel 2 ol oDl oyl e oyl Bk s Byg o o
Il e dgpall G darae 58 LS 35 81 anly zhdwdl o3y LSy S gaidl b (e dainll 3yg0ll gudgiy qis
1481 J=1> 03) 042418888 (sl (e Juaidl sy Olaslgall pogaso jludiwdly dazlhell

G9ASI w0 51 042510972 S Gasb (ye Sliwolgall Goguases Hluiiedly dazlyal

http://www.aaup.edu/tenders il JI Js=l (210 colahtiwdly Olelaa)l sunlinel  xx

Odzg O] VSl 5o o3 Byg v %%

manal.daraghmah@aaup.edu  **

bl g alghll 351 puke

10of 1

PPD-P04-R01 3 4/8/2018




we would like to do NGS sequence for microbiome analysis (16 S RNA) within the title “Using
Genetic Screening in Exploring the Gut Microbiome in FMF and autoinflammatory
patients: Investigate A Novel Insights in The Pathogenesis between Palestinians Families”

we like to proceed with (16 S rRNA) Sequencing using lllumina MiSeq.
Details: 10 sample

Attached sample sheet indicating the details of each sample with QC
Paired-end sequence

250 nucleotides from each side

Depth about 5 millions/ all samples

YV V VY

Specifications: Broad taxonomic discrimination across bacteria, improving
genus/species identification by Covering seven hypervariable regions of the bacterial
16S rRNA gene: V2, V3, V4, V6, V7, V8, V9

Data Output:

1.ldentification:

A) Species, Genus, Family assignment (where possible)
B) Curated bacterial taxonomy databases
2.Quantification:

A) Relative abundance % per taxon

B) Count tables (reads per taxon)

C) BIOM-format OTU tables for external pipelines (QIIME, R, etc.)
3.Diversity Metrics:

A) Alpha diversity: Shannon, Simpson, Richness

B) Beta diversity: Bray—Curtis, PCoA clustering
4.Visual Output:

A) Bar plots (taxonomic abundance)

B) Heat maps

C) Sample-to-sample comparison matrices

D) CSV / JSON / BIOM export for publication usage.




