TS . OH. ARSI HFHX AFUW TG HTHUT FEATA
Tare 70-17,8¥eT-39, Awsr-201301

TS H 3R/ T T/ AT R-N S TR AFe /T TH/2023-28 fe:-05.02.2024

A & AT AT

T $HE AHATH T HJHUTA FEAE, AT Heldesh A AT @@l & Qv 3d I W)
FICAT AT FAT B
I8 fArAfaf@a st 3R oal & FgER 9= HIUA Tedd A H HOY fHar ST &

© ® N o

11.
12.
13.

aH g ad

3aRgS FEGHT (FE Helver) I e, 38 IANRUET FER QFATH Td 3gadreT
HEIA, Tare A0-17, dFeT-39, ATs-201301 9T AT =T A@fgC T 15.02.2024 TF
FUA TS W AIHR AT FER-FAUTS HTHET FT G+ 1 AT AR

FHael el dog Plcd W g g frar e

Fuar faws & IR «radvdg- 12 drgaw” IR &7 A va vy #1 360w 3T #X
faw A it g § 9 wod SR I v e v R & a9 W e R
FT ar s

HET T ATH HTFCA-1, HFEA-2 FT Fo0l@ A & T 3GUT & U9 H war=r fmar
1o e

F1ET A fAdar F 9@ JWET T Iy g ARl

Fey A ~gaAaA dyar 3 7AHS P AR

YA & FI AT HAAR WISl HEsl HEAT gledl AR |

FIUA el Teldel WFT H g F&d fahar ST &) et 3 &0 & &R 738 3

. Hed Y RAFar & AT 83 W 3qyd B s aifge, Beaaw Rftea gae oo @k

FEaRR fFT e &

FIAA # FH FEAT IR AT F AH Holded TFT & HJHR FA gl AR

FART SR & fv Show.d aFat &t FIeee & q-ary &e & o o= sfaad g
GST 31T%. ¥, UH. 3R-U. 3778 . UL AR, FAUST W) HRA TSR & ATGs! & AN a1 81ar|
X0 T GST/DSIR FATOT 97 & fAweH GST@5% & ATY 3eyd T ST Hehl B
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14, PR FFHAA, fhd Brar Siem w1fde 3R #RUT A 9% GUR W Srelierdr ganrT
FfAad ¥ ¥ gEaER U S@ @R, T F e W, RS O FESER FWfear
S|

15. e #H 3oaf@a selear #r ad 33 HL.UAIR-TA. 38 O HR, AT W SRy
el graf|

16. Y F TEPR A H Tgd  fAHdAT  F IUE@@rEIdar & v
HIH/ AT HFHHF/CATEehaa/fhe T 7T 3uctet a0 & fAT  Fgr 51 vt g1 AT Al
AUTTAT & He[®T gl ¢ o IS Eg g S|

17. A AT FEGHT H IGRF F e off Tmer 3k ot @ Fefa #1% o Rag A
feel sfieR & weha geml

18. AT HT A IR gl A A F Ir_ Foaw & oy 38 A 0H. HR-TA. 38 @ 3R
Awsr #A gUe W & AN ARV IREAS YoF @0.5% i Hedlg w@mAT Sean AR
fEehadY 3@ fr Faifea & arg & 713, 3t A F FEET HoF F HOFTH 10%
& 3 B

19. afE el SelleTam garT 3eyd Hed &aam A, 395 7ed IR Fol Hod (S A1 § 3618
Hed & IOM Fh Fred A Sar &) & i Rfgerfa €, @ ghg Jqeg AT g 3R For
Aed degar 8 fahar swam| ofe sy AR 3R A swea i w5 IR A} A wg
faaafa & ar et & IR awg g

20. Ofe fAfEse AfY aF 3mudr wF & F$ gfafFar urca A8 g &, ar I8 #= e &
31T &I T IGYT Fel A T ¢ W@ § 3R 56 F@EU A FS 3R FER 797 v sweam|

21. fAgers, 3TS EY.UH.HR-UA. 3 WA 3R, Aver & oy A FS FRoT garv fedr ar i
FIUA FT HEFPR A F AJUFR FRETT &

@/,\M
FgHmT HUFRT (3U3R)
Fd FRerw
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| Name of goods/Services
y . No. of
S. No. | Equipment with general Sampl
Specification (Attach separate sheet if required) * e
mRNA sequencing including Bioinformatics Analysis 12

gl o

Technical Specification for mRNA sequencing
including Bioinformatics Analysis

No of sample: 12 (6 samples in duplicate)

Technology to be used: NGS (Illumina HiSeq/NovaSeq) platform

Application: mRNAsequencing

Sample type: Breast cancer cell lines (Humans)

Exiraction of mRNA from biological samples should be done by vendor. Poly A+ enrichment for

mRNA to be prepared as per standard procedure.
6. Leftover mRNA Sample should be returned to ICMR-NICPR, Noida.

0 [oRi =

Duration of samples to be sent for sequencing: As per sample availability
Library Type: Stranded RNA Seq library preparation.
Library QC should be performed using both fluorimetry and automated gel electrophoresis system.

qPCR to be used for measuring the quality and quantity of the library before sequencing.

10. Read Length and Data: Approx. 25-30 million reads in 2x 150 PE sequencing for each sample by
using Illumina Hiseq/NovaSeq with Q30>90 percent. The data alignment metrics should be consistent
with best practices for mRNA-seqdata analysis. Details of parameters used for alignment and software
details, statistics report detailing coverage, orientation of mapped reads and number of unmapped reads
should be provided.

11. Vendor must provide workflow of mRNA-seq sample processing and data analysis for technical
evaluation. Comparative gene expression data of resistant vs control cell lines will be provided.

12. Bioinformatics analysis should include entire analysis as below:

i.
ii.
iii.
iv.
V.
Vi.
vii.

viii.
ix.

X.
Xl.

Xii.

Primary Statistics report -detailed QC results

Read statistics reports

Identifiation of known mRNAs and discovery of novel mRNAs

Comparative study of DGEs report among the given samples.

Alignment statistics report

Gene/Transcript wise expression matrix across all samples

Target precision of significant mRNAs and Gene/Transcript annotation results (Gene
Ontology — GO level distributions of genes covering biological processes, cellular
components and molecular analysis & Pathway analysis). Separate target identification for up
and down regulated mRNAs.

DGE reports should be provided including p value for significance and volcano plot
Heatmap of up and down regulated transcripts and graphical representation of significance
value.

RAW data, BAM, SAM and count files should be provided

Groupwise comparison to understand differential gene expression between control and
resistant cell model

Alternative splicing events and fusion of transcripts needs to be shared

13. Report with methodology, results and references should be provided
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14.

15,

16.

Vendor should have in-house sequencing facility in India, certified vendors will be considered more

competent than others without certifications.
Proof of lab facility: Installation and authorisation certificate from the NGS platform manufacturer

should be provided. Partner/collaborator company installation certificate located abroad will not be
considered.

Sample (Cells, RNA etc.) should not be sent out of India. All sample processing and analysis
must be done in India.

17. Vendor having previous transcriptomics experience with drug resistant cell lines will be given

preference.

18. Data delivery deadline:

Sample mRNA QC report should be submitted within one week after receiving the samples. If not, it
will be considered as QC passed and liability for quality and timely delivery of data will lie with the
vendor. Raw FastQ file and other quality and parameter file mentioned above should be delivered
within 25 days after sample QC is completed. All data analysis with above-mentioned tools should be
delivered within maximum 45 days after sample QC check is completed.

19. The details of progress of experiment should be intimated to the customer/ scientist and further

processing in case of any issues shall be based on the instructions of the customer only.

20. Data should be delivered through secured server & HDD only. To maintain data confidentiality, firm

should not write data in CDs/DVDs.

21. Cost of mRNA sequencing: The cost of mRNA sequencing as approved should be maintained until

completion of 12 samples.

22. Failure to submit quotation as per the technical specifications may deprive the concerned firm from

consideration.
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R arell T (deX 83 W)

dar #,
fagers,
35 W vH 3R-u. 3. w3, At
TANREIHRX & dgd @Hdr & Jqfd &1 gedE, qode gl
IS W T HR-TA IS IR e, Ig A &
FH IS | YEY He T
A AEAF G| A e | M| A L (iv+vi;m e
* (v+vi) (I *vii)
(i) (ii) (iii) (iv) (v) (vi) (vii) (viii)
| m_RNA sequ'encing inc_luding
Bioinformatics Analysis
T P (g IR Aewd afew) (@)
Fa FHa (el #)
Higa, srengeaneidl vdg @R €O &R § o
1. & 9o & § & 3yd 3cuig SR &t fav & & aftfa fRfadet & g &= 21
2. Hfgw wafoig X & & 3e0re & v 3eya &X 3 & s eI Ao § AfAE A §
3. FIS A A%ar & 9rd HEET & 39SY glel aifev|
A am 3R 3uAH
Res: areferar & gFanr IR v’
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