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Supplementary Figure S1. The ohTERT mAb binds ovarian carcinoma

(A). The ohTERT mAb binds to ~ 4% of cells isolated from surrounding ovarian
carcinoma tissues. The binding of the a—hTERT mAb was analyzed by flow
cytometry as described in the previous figures.

(B). The a—hTERT mAb binds to ovarian tumor cells isolated from a patient with
ovarian carcinoma, partial co-expression with CCR5+. The o-hTERT mAb or its
isotype control were added to ovarian tumor cell suspension. hTERT positive cells
were visualized by FITC labeled a-mouse secondary Ab, 4% of ovarian tumor site
derived cells were a-hTERT positives. After washing AF647-CCRS or control IgG2b k
isotype was added. The binding was analyzed by flow cytometry and is presented as
FlowJo overlay dot plot of samples with the same number of cells colored according
to samples. Double positive ahTERT+/CCR5+ cells are shown in red, control isotype
IgG1/ 1gG2b control cells are in green. 60-97% of a-hTERT+ cells are CCR5+.
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Supplemented Figure S2. The a—hTERT mAbs Binds circulating neoplastic
cells obtained from a patient with Merkel cell carcinoma (a case study). PBMCs
of Merkel carcinoma patient were incubated with the a-hTERT mAb or its isotype
IgG1, washed and stained with FITC o mouse secondary Ab, then analyzed by flow
cytometry. Histogram overlay: the isotype is marked in green, chTERT mAbs - in red
and violet.
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Supplementary Figure S3. The a-hTERT mAb Binds breast cancer cells.

The o-hTERT mADb binds cells obtained from a patient with a breast tumor (a case
study). Breast tumor suspension cell aliquots were incubated with a-hTERT mAb or
its isotype 1gG followed by staining with FITC-a-mouse secondary Ab. Live cells are

gated. The dot plots present a clear shift of the subpopulation in samples stained by
the o-hTERT mADb.
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Supplemented Figure S4. The a-hTERT mAb binds to PBMCs from patient with
lung cancer (a case study). The binding of the a-hTERT mAb to blood circulating

lung tumor cells was analyzed by flow cytometry. Overlay histogram: the isotype is
marked with green, the a-hTERT mAb — with red.



Salive B 508

8SC-H

Gate: live cells

ahTERT mAb
Data.007
alive B 508 .
18684 Data.009
- alive B 508 -
18649
[~} 03
4.085 11.4
LALS T T T
1 2
10 0 © 0 or 10 o' 100 10 10
FITC-ohTERT
FITC-ohTERT
isotype ahTERT mAb
=33 o2
o o
Data 007
mean pop Data.009
x 15923
I} mean pop
3 15957
o3
2.13 o3
- T - T - 7.66
: T —
10 10 10 1 2
10 10 10 10 10

FITC-ohTERT mAb

Supplemented Figure S5. The light chain of the chTERT mAB.
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Supplemented Figure S6. The heavy chain of the chTERT mAB.



