NOTICE INVITING TENDER

ALL INDIA INSTITUTE OF MEDICAL SCIENCES

, ANSARI NAGAR, NEW DELHI-110 029
TENDER ENOQUIRY DOCUMENTS (TED)

Advertised Tender Enquiry No : XX-63/SO(DO)/EOI/Pediatrics/2026-27

On behalf of Director, AIIMS, Ansari Nagar, New Delhi-110 029, online bids are
invited in two bid system (Techno-Commercial Bid and Financial Bid) from

reputed, eligible and qualified firms/manufacturer for supply of following Goods:
S. No. Brief Description of Goods
Expression of Interest for Diagnostic Genomic Testing services
1. for OPD Patients.

CRITICAL DATE SHEET

Published Date & Time

12-08-2026 at 06.00 pm

Bid Document Download /Sale Start
Date

12-08-2026 at 06.00 pm

Seek Clarification Start Date

NA

Seek Clarification End Date

NA

Pre Bid Meeting

20-08-2026 at 10.00 AM

Pre Bid Meeting Place & Address

Room No 840, 8% Floor, Department of
Pediatrics, Mother and Child Block, AIIMS
New Delhi

Bid Submission Start Date & Time

29-08-2026 at 01.00 pm

Bid Submission End Date & Time

14-09-2026 (Monday) at 03.00 pm

Bid Opening Date & Time

15-09-2026 (Tuesday) at 03.00 pm
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Technical Specifications for diagnostic genomic tests
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Backeround:

Whale mxoam”mmnzm:nmzm (WES), is a comiprehensive genomic diagnostic test that interrogates the nqﬂmw?mnaim regions:of the genoms to identify
&mmmmmqnm:.mw:m Vvariants. Itis recommended for individuals with suspected monegeanic d isorders, heterogeneoys urm:o%nmmm and unsolved cases affer first-
tier testing. Whole Genome: equencing (WGS) is a com prehensive genomic diagnostic test thatinte rrogates the entire nuclezr genome, enabling detection
of single nucleotide va fiants, small Eﬁ%n:m\mm_ﬂmoﬁ.m copy number variants, structural variants, and selected rion-cod ing and regulatory region variants.
WGSis in creasingly recommended for compley, unsolved, or critically ill cases where prior testing (CMA, exoma seq uencing) Is inconclusive.

This tender seaks to empanel/select qualified lsboratories or service providers capable of delivering high-guality, clinically validated exome and genome
sequencing services with robust interpretation and reporting. These may include either proband-only seg uencing or trio seq uencing (including proband and
both parents),
Specification for sequencing data
The selected En@m,wﬁ:m,__‘u‘_‘oﬁam.m:a.ao..m:n WES services, including:
*  Sample.collection:guidélinesand {ogistics
*  DNAextraction (if applicable)
€ Library preparation, sequencing, and bioinformatics mam_qmﬂmu

*  Clinical Varantinterpretation and reporting

*  Turnarourid time (TAT) assurance.

*  Reanalysis afid post-test support

b

Saftiple Typesand Requiremerits




= Peripheralblood (EDTAJ: 23 -mL per individual
= Saliva /'buccal swab/ Dried blood spots (it offered, with validation data)
* Prenatal samples (if offered):

¢ Amhnijctie fluid: 10=15 mL:

ionic villas sample:(CVS): & pet standard guidelines

* DNA quality.and quantity requireirients to be specified
Test Configuration .
The .Enmm.m must specify available configurations:

*  Proband-only WES of WGS

*  Dup WES or WGS {proband + oné parent)

*  Ttio WES GF WGS (proband + hoth parents).

¢ Rapid/STAT WES or WGS

o



Test specifications.

7 l_lsrn_.m Exome Whole Exome Whole Ganome [ Whole Genome ‘_
Test Name | Sequencing Sequencing mmncm_._nq_...w Sequencing
(solo) (trio) (solo) | (trio)
Genes Coversd >20000 genes >20000 genes Complete genome .__ Complete gefioma
.mmamman.,:n. v_wzo_._,: Hlumina Mumina lumina Jﬁziim
Twist exorie 2.0 or Twist exome 2.0 or “ -
Name of the kit used ‘equivalént or bettar equivalenit.orbetter = f
Kit version versioi
Specification | Vertical coverage : 35-40X — ]
>80X >80X >80X
(Depth)
Horizontal Coverage | >87% Coversge _ >37% coverage >97% coverage .Vw,No\q coverage
Fastq files & Fastq files Fastq files Fastq files
BAM file _ BAM fie BAM file BAM file
Raw data requirements Raw vcf file T Rawver file Raw vcf file _ Raw vef file
Annotated verf file { m::m.n.mmma vef file Annotated vef file m.b;:m.mmnma Ver file

Coverage

Coverage m




€apture 1id Coverage

*  Clinical-grade exome capture kit to be specified
* 295% of tafgeted exonic regiens covered at 320% depth
* Wean target coverage: 280-100x (to be specified)
*  Coverage 35&%5 be included in the repoit
Sequeficing Technology:
¢ Massively Parallel Sequericing (NGS).using illuming of equivalent platforms.
* Paited-end sequencing (minithuf 100 bp reads} in'WES dnd Paited-end sequencing (2150 bip reads preferred)for WGS
Detectable Variant Types
The assdy must reliably. detect:

=+ Single nudeotide variants:{SNVs) /-v

*  Copy number variants (exorrie-based CNV calfing—if offered, specify limits}

«  Homozygasity/ROH (i SNP data ayailable]

*  For WGS: :
o Structural variants (deletions, duplications, inversions, translocations) with stated limits
© Repeatexpansions (if bicinformaticalfy supported, specify loci)
S Regionsof homozygosity (ROH) and uniparental disomy (UPD)
@ Mitechandrial genome variants (preferred; specify depth)
Limitations must be déarly stated, including: A Gaﬁ(

ﬁm/\,g/é



Low-level mbsaicism detection limits

Structuralvariarnits a hd repeat:expansions (WGS)

Analytical Performance and Validation

Bidders must provide:

Platform and pipeline validation data

Senisitivity and Specificity for SNV, ind els, CNVs, and $Vs

Y
3

limum variant aliéle fraction detactable

Reprod nnE:.mQ and QC performance mietrics

Bioinfarinatics Pipeline

.

Validated alignment, variant cdlling, and annotatiofi ‘Pipeline
Use of iip-to-date reference genome (GRCH38 preferred: specify if GRCh37) :
Annatation using multiple databages (ClinVar, gnomAD, BMim, HGMD &¢ equivalent]

Phenotype-dtiven-analysis: using HPO teims (prefatred)

Variaitinterpretation and Classification

Reporting Requifefents

The WES/WGS fepért must include: D.o“ “

Variant tlassification acco rding to ACMG/AMP gaid

elings (latest versign)
Structural variant interpretation using ACMG/ClinGen recofmmendations
Cledrcategorization: mmﬁramm:_.nA Likely Pathogenic, VUS, Likely-Benign, Benign

‘Gene-disease validity based giy Clint _m:\.oaumn:?m_naw resolrces

c,/&/_,»



Patient identifiefs and detziled clinical phenotype
Test canfiguratior {proband/d uo/trifrapid)

Sequencing metrics ahd coverage stmmary

Identifigd clinically relevant variants wi
e Gene name and trafiscFipt

o Génomic coordinates dind HGVS homi enclature

© Zygosity and inheritance pattern

© Clinical interpretation anid phernctipe cotrefation
Secondary/intidental firidings: policy: (ACMG SF ist— opt-infopt-out)
Recommendations for. confirinatory testing(e;g., .mm.:mm.‘ validationjand family ﬂ:&mw
Clear fimitations of the test

Authorized signatory ( Em&nm_mmwamﬂm_.wmx MD /PhD Genetics)

Turnarourd Tirve (TAT)

«

Proband-only exonie: 3-4 weeks: /

Probanid-only Gericine: 6-8. weeks

Trio exome: 3-4 weeks

Trio mm:DBm-m.w.s.\m._mwu
Prenatal/Expedited/STAT exaié{for tirme bound situations}-10-14 days %vy

Rapid exorn e/genome (eritically:sick Patierits.}- 5-7 days

oy

Quality and Acereditation.
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The faboratory must:

* Be aecredited by NABL (India} 7 cAp 7180 15189 for NGS testing:

* Participatein External Quality Assurance’Schemes (EQAS) for NGS
* Maingin docurmented SOPs, 1QC, and:audit trails
Ethical, Legal, and Regulatory Compliance

*  Written inforimad consent:covering scope, lititations, and'secondary findings
*  Compliance Wwith national biomedical ethics guidelines

*  Comptiance with data‘protéction and privacy laws

* For prenataltesting, compliance with PCPNOT Act

Data Mafizige

at; Storage, and Reanalysis

*  Securé data storage for FASTQ/BAM/VCE files

* Data sharirg only with-authorized st3
+ Defined datafetention period

*  Complimentary teanalysis within 12-24 mofiths

*  Poligy fordata sharing and patient access
Logistics-and Sample Handling .

s Defined sample mnnmv.ﬂm:ﬂm\nmh.m,wﬁwo:“nmmm:m

*. Cold-chairi and transport requirefmianits Hc._“,.m@v:nm._u@

Mechahism for repeat analysis ifi case of QCfailure:or some gthertéchical reason

Y




aluation criteyja .

Bids will Be evaluated based on:
 Technical eapability and eoverage quality

«  Interpretation depth and clinical repaiting quality

* Accreditation and quality syste

*  Cost-effectiveness ard experienice *
£xpécted numbers of NGS sainples per mionth:
Exonie- 250-300

Gengifié- 5G-100




Specificaticn for Coramiosgmal Microarrey

Chromosomal Microa rray Analysis (CMA) is a first-fier diagnostic test for the detection of copy number variations (CNVs), including microdeletions and
microduplications, across the genome. It is widely recommended for individuals with developmental delay, intellectual d isability, autism spectrum disorde T
multiple congenital anomalies, and selected prenatal indications. This tender aims te identify and empanel qualified _m..a.oaﬁozmm\mmainm providers capahle

of delivering high-guality, reliable, and clinically intsrpretable CMA services in compliance with national and international standards.
The selected bidder shali provide end-to-end oA services, including:
*  Sample collection requirements and.guidelifies

° _.mv..o.,_.‘m.mo.gw_.o.nmmmm:m and analysis

* ‘Bioinformatics analysis and CNv interpretation
* Clinical feporting
*- Turnaround time (TAT) assurance
- ® Post-test clarification and quality assurance suppoit
Sample Types and Requiremerits
®  Péripheral bload (EDTA): 2-3 mL{postnatal) /h«
*  Prenatal samples (ifoffered):
6 Amniotic fluid: 10-15 mL
S Chorionic villus sample (CVS): ds per sta ndard guidelines

¢ Products of onception: fresh tissue or DNA (with clear acceptance criteria)

K




Test Name Microarray
Total Probes >7,00,000
CNV Probes > 5,00,000
SNP Probes >2,00,000
Detection Limit

a) Gain Till 200Kb

b) Loss Till 100 Kb

€) Mosaicism Till >15%

d) LOH analysis -
Raw data requirements Cel files/raw files

Ry 0 Library QC Report

Turn around time 7-10 days

‘The a5say must be capable of detecting:
¢ Copy number gaing and losses

* Mitrodeletion and microdupiication syndromes.

\neupioidies and large chromosemal imbalances

*  Mosaitism (with stated detection limits)

*  Regionsiof homazygosity / consanguinity {fot SNP-based arrays)

Balanced: reasrangements mmmm.w inversions; translocations) shalf be clearly statéd aslimitations.

Logistics and Sample Handling
« Clearsample acceptarice dnd réjection criteria

 Defified transport and storage conditions

hanisri for repeat anialysis ifi case of Q¢ failure




Datd Management; Data pravision and Cenfidentiality

Secure:i. boratory Information Managetnent System ( LINIS)

The final dats showld be madea availablé snz hard disc drive S5ipall as accessible on cloud for a period of two years after completion of seguencing,
Files should be compatible E.w.muzaﬁm:%magﬂm»

cmﬁ.m:m%m onlywith authorized: dkehalders

miberswotsamples per tisnth

CMA-30-50
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Non-ravosive grenctal screening fok dneuptoidies

Non-{nvasive Prenatal Screening (NIPS), also referred to as cell-free fetal DNA (cfDNAY testing, is & scréen
maternzl bloed. )

Tigh fetal ahetiploidies using

The purpose of this tender is to empanel/select qualified lzaberatories or service providers eapable of m.m.._zm::m high-quality, reliable; ethieal,:-and clinically
‘validated NIPS services in accordance with national and'international standards

The sélected bidder shail provide end-tg-end NIPS services, including:
* Presanalytical logistics (sample collection kits, ransport)
«  Leboratory testing and bicinformatics analysis

¢ Cinical interpretation and, reporting

¢ Turnaround time: (TAT) assurance
* Post-test support and quality assiifance /u

Technical specifications

¢+ Blood colleetivn tubes va lideted: for cfDNA stabilization {e.g:, Streck oF éqiivalent)

.

Conditions to be Sreened (Minirmiim Requirements)’ /w.es

&N

The assay must, ata minimum; scresn for:

= Trisgmy'22 (Dewn syndronie)



*  Trisomy 18 {Edwards syndrome)
@ Trisomy 13 (Patau syndrom)
Optional (clearly specified if offered):
*  Sexchromosome aneuploidies (45 ; 47,XXY; 47,XXX; 47,%7¥)
Laboratary Methodology
»  Massively Paralle] Sequericing {MPS} or validated ag uialént technology
©  Whofe-gansme or ta ﬁmmﬁmn‘wmnnm:.msm approach (to be speified)
* Robust bioinfarmatics pipeiine with validated algorithms
Perforinance Characteristics
Bidders must.pravide peér-reviewed or validation data.demonstrafing:
*  Sehsitivity 299% for Trisomy 21
*  Specificity£99% for Trisomy 21

* Clealy

*  Reported fo-call raic.and redraw policy

Reporting Reguirements :
Reports tust include: /w»\,
*  Patieiit andsample a..ma_hmma . {_r/
o .m.mmﬁmﬁ.aam_mmm at mm,_,:.u:.:w
* Fetal fraction {mandatory)

* Riskclassification (High risk / Low risk / No-call)

/



Cléar statément that NIPS is a'Seteening; not diagriostie, test

‘e’

¢ Recommendation for mo.:m:.:maojw ifnasive testing for high-sisk fesulis
* Authorized sigiiatory (MD/PD in Genetics of equivalent)

bfid Time (TAT)

o MaXimumr TAT: 710 warking days from samiple féceipt

Fastet TAT (if.available) should be specified separately:

The laboratory #itise:

e Beaccredited by-NABL {India} # CAP 2150 15188 or equivalent’
*  Participate i externat quality assurance programs (EQAS) for ciDNA/NIPS:

*  Maintain internal quality cantrols and: g
Ethical, Legal, and Regulatory Comilidnce
* Strict compliance with the PEPNDT Act iammw,_wﬁ:n..ﬂy.mw
& N6 disclosure of fetalisex:

9  Appropiiate-documentation and declarations

s Compliaricd with data pratectiongnd | atientcenfidentiality hor
* Informed corniserit te mplates'to:be provided

Exiected Niimbers: 40-50°;per ragnith




Evaluation Metrics for Bidders
The following criteria of the bidders be assessed:

e 3

"

s ¥ w

Technical compliance and validation data
Clinical re porting quality

Turnaround time

Cost-effectiveness

Accreditation and quality systems -Lab should be' NABL accredited/ISO certified
Reporting as perstandard guidelines (ACNVIGTAME]

Experience and track record

The isboratory perfo roing DNA capture and s2quencing should have data from their own wet Iab and not fromi third party /ﬂv




Stemeare Solutions for BMT unit services

Graftt engincening using CliniMACS® Techmology in stem cell transplantation

Advaucing. clinical applications

1. TCR a/b ang CD1Y depletion

Haploidentical Transplants for Malignant and Non-Malignant Diseases - This
approach maintains the stem cells and immuge effector cells, such ds NK cells and
TCR g/d in the cellular product. The CliniMACSTCRa/ly product line can also be
used in ¢ombinatian with the CliniMACS CDI19 Reagent to additiom;lly remove (he
CD19+ B cells from the graft. NK cells and TCR gld T cells are teported Lo indyge

GVLIT (graft-versus lculmemim’tumar) effects, while the potential risk of inducing

GVHD may be reduced,
2. CliniMACS CD45RA

4. CD4SRA'is expressed on naive CD4+ and CD8+ T cel]

cells. CD4SRA s also present on parts of B cells

plasmacytoid dendritic cclls and parts of CD34+ hem

sas well as on cos+ellector I

and NK cells, as well as on

atopoietic stem cells,

b. Maintenance of memary T eells in (e graft or DLI product. Par of CD34

hematopoietic. stem - cells are also. CD4SRA+. This should be consid

cell infusion is planned 1o be combined with the initial transplant.

3.CD 34 (Hematopoietic stom cclls) Enrichment

a. The CliniMACS®CD34 Reagent System iis an FDA-a
hematopoictic stem cells from donor apheresis, while p

cin cause gruﬁ—vcrsus~lmst'dIscasc-(GVk-IDJ.

b. 1k vivo T cell depletion can be a viable ‘option to reduce GVHD

patients with AML, undergoing allogeneic ster

¢ In the autologous selting, CD34+ coll earichment has been used for the depletion of

tumor cells from the gralt and in allogenic seftings to prevent GyHD"

cell dose& TRx)

Price List:

Deseription

Price GST
Yo

u cell transplantation

'O

‘ile No. 218/Peads/2025-26 (Computer No, 3 15396)
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| CD34 Enrichment consumables (Normal Scale) Rs 6,25,000 12%
2 CD34 Enrichment Consumables (Large scalc) Rs 10.00,000 12% pan
3__|'CDS6 (NK) Enrichment Consymab o Rs 635,000 | 1o%| W04~
i TCR a/b & CD19 Depletion consumables Rs 12,50,000 12% qu,%
TCR a/b-& CDASRA Depletion consumables Rs 12,50,000 12%
. Cold chain couricr charges Rs 5000 18%
___| GMP lab Processing Charges (Apheresis graft) Included
Flow arm!xsi_s_c_lmr[;-us' (Apheresis grafi) Included |
Logistics Iticluded e

ah N



High ress| dtion HLA Typihé:t‘edﬁnfcél specs:

(if) Coverage : High coverage of all the major HLA Gene regions. Should offér a flexibility of full
Gene /Partial coverage for above locus HLA Typa 1 & Type 2 (HLA A HLA B,HLA C, HLA DRB1,HLA
DPBI, HLA DQB1)upto 4 fields,

(iii) Facility for isolation of genomic DNA from peripheral blood samples

(Iv) NGS with 2x150'bp reads.Library preparation should be.done using GenDx Kit ,

(vi) Complete bioinformatics data analysis .Should include the latest IMGT Database.
(vii) No extra cost should be charged from the p| for re-run the HLA typing if generated data
doesn’t match the desired quality

support this claim should accompany the proposal,

(xi) The vendor should have a CAP Accredited laboratory in India.

(xii) Bidder must be providing regular HLA typing service for humiar disease diaghosis and must
submit documentary prooffor the same,



.




