Specificity of anti-ITGA6 nucleotide sequences, as revealed by the BLAST software (see ref. 27)

SubjectID QuerylD Perc.ldent | Align.Length | Mismatches | Gap.Openings | mRNA biding site | E-value | Bits
Integrin alpha 6 (ITGA6), t ipts 1
ntegrina p:‘ d(z mRN)A ranscripts 100% 19 0 0 1621 to 1639 0.088 | 38.2(19)
SIRNA 1 sense ST6 (alpha-N-acetyl-neuramlnyl-2,3-.b¢.eta-
(sc-43129A) galactosyl-1,3)-N-acetylgalactosaminide
alpha-2,6-sialyltransferase 3 100% 15 0 0 742 to 756 21 30.2 (15)
(ST6GALNAC3), transcript variant 2,
mRNA
Integrin alpha 6 (ITGA6), t ipts 1
niegrin a p::‘ d(z mRN)A ranscripts 100% 21 0 0 1619 to 1639 0.006 | 42.1(21)
siRNA 1 anti- |ST6 (alpha-N-acetyl-neuraminyl-2,3-beta-
sense galactosyl-1,3)-N-acetylgalactosaminide
(sc-43129B) alpha-2,6-sialyltransferase 3 100% 15 (] (] 742 to 756 21 30.2 (15)
(ST6GALNAC3), transcript variant 2,
mRNA
iRNA 2 Integrin alpha 6 (ITGA6), t ipts 1
S'(sc i 1;‘;':)6 ntegrin a P; d(z mRN)A ranscripts 100% 19 0 0 1684 to 1702 0.088 | 38.2(19)
siRNA 2 anti-
Integrin alpha 6 (ITGA6), t ipts 1
sense (sc-| meerna p::‘ d(z mRN)A ranscripts 100% 19 0 0 1685 to 1702 0.088 | 38.2(19)
431298B) ’
iRNA 3 Integrin alpha 6 (ITGA6), t ipts 1
SI(SC 43152:'3& niegrina p::‘ g (2 mRN)A ranscripss 100% 19 0 0 4715 to 4733 0.088 | 38.2(19)
siRNA 3 anti- i X
sense Integrin alpha 6 (ITGAG), transcripts 1 100% 19 0 0 4715 to 4733 0.088 | 38.2(19)

(sc-43129C)

and 2, mRNA




