
Document S1 – Sequences for expressed constructs and primers
cDNA and protein sequences of cloned expression vectors for purification of proteins with fusion of the Strep tag II (WSHPQFEK) using pSec2.1. For each construct, we provide the coding nucleotide sequence, the translated protein sequence, the theoretical isoelectric point (pI), molecular weight (Mw), and molar extinction coefficient (). The molar extinction coefficient is calculated as  = (nW*5500) + (nY*1490) + (nC*125), where nW, nY and nC are the numbers of Trp, Tyr, and Cys residues, respectively.
sTREM2 wt Strep-sTREM2_wt after signal peptide cleavage after furin cleavage.
Nucleotide sequence
1	AGCTTATGGT CGCATCCGCA GTTCGAGAAG TCCGGAGGCG GCGGTGGTCT TGAGCTCAAC 
61	ACCACGGTGC TGCAGGGCAT GGCCGGCCAG TCCTTGAGGG TGTCATGTAC TTATGACGCC 
121 	TTGAAGCACT GGGGGAGACG CAAGGCCTGG TGTCGGCAGC TGGGTGAGGA GGGCCCATGC 
181	CAGCGTGTGG TGAGCACACA CGGTGTGTGG CTGCTGGCCT TCCTGAAGAA GCGGAATGGG 
241 	AGCACAGTCA TCGCAGATGA CACCCTTGCT GGAACCGTCA CCATCACTCT GAAGAACCTC 
301 	CAAGCCGGTG ACGCGGGCCT CTACCAGTGT CAGAGTCTCC GAGGCCGAGA GGCTGAGGTC 
361 	CTGCAGAAAG TACTGGTGGA GGTGCTGGAG GACCCTCTAG ATGACCAAGA TGCTGGAGAT 
421 	CTCTGGGTCC CCGAGGAGTC ATCGAGTTTC GAGGGTGCCC AAGTGGAACA C
Translated protein sequence
Strep tag II: WSHPQFEK
1 	SLWSHPQFEK SGGGGGLELN TTVLQGMAGQ SLRVSCTYDA LKHWGRRKAW CRQLGEEGPC 
61 	QRVVSTHGVW LLAFLKKRNG STVIADDTLA GTVTITLKNL QAGDAGLYQC QSLRGREAEV 
121 	LQKVLVEVLE DPLDDQDAGD LWVPEESSSF EGAQVEH
Theoretical biophysical parameters

	pI	
	5.17 

	Mw (Da)
	17136.23

	 at 280 nm (M-1 cm-1)
	30980‬




sTREM2 T66M Strep-sTREM2_T66M after signal peptide cleavage after furin cleavage.
Nucleotide sequence
1 	AGCTTATGGT CGCATCCGCA GTTCGAGAAG TCCGGAGGCG GCGGTGGTCT TGAGCTCAAC
61 	ACCACGGTGC TGCAGGGCAT GGCCGGCCAG TCCTTGAGGG TGTCATGTAC TTATGACGCC
121 	TTGAAGCACT GGGGGAGACG CAAGGCCTGG TGTCGGCAGC TGGGTGAGGA GGGCCCATGC
181 	CAGCGTGTGG TGAGCAtgCA CGGTGTGTGG CTGCTGGCCT TCCTGAAGAA GCGGAATGGG
241 	AGCACAGTCA TCGCAGATGA CACCCTTGCT GGAACCGTCA CCATCACTCT GAAGAACCTC
301 	CAAGCCGGTG ACGCGGGCCT CTACCAGTGT CAGAGTCTCC GAGGCCGAGA GGCTGAGGTC
361 	CTGCAGAAAG TACTGGTGGA GGTGCTGGAG GACCCTCTAG ATGACCAAGA TGCTGGAGAT
421 	CTCTGGGTCC CCGAGGAGTC ATCGAGTTTC GAGGGTGCCC AAGTGGAACA C

Translated protein sequence
Strep tag II: WSHPQFEK, Mutation
1 	SLWSHPQFEK SGGGGGLELN TTVLQGMAGQ SLRVSCTYDA LKHWGRRKAW CRQLGEEGPC 
61 	QRVVSMHGVW LLAFLKKRNG STVIADDTLA GTVTITLKNL QAGDAGLYQC QSLRGREAEV 
121 	LQKVLVEVLE DPLDDQDAGD LWVPEESSSF EGAQVEH


Theoretical biophysical parameters

	pI	
	5.17 

	Mw (Da)
	 17166.32 

	 at 280 nm (M-1 cm-1)
	30.980‬



sCD73 wild-type sCD73-Strep after signal peptide cleavage after furin cleavage.
Nucleotide sequence
1	AGCTTGGTAA GTGCCTGGGA GCTCACGATC CTGCACACAA ACGACGTGCA CAGCCGGCTA
61	GAGCAGACCA GCGATGACTC CACCAAGTGC CTCAACGCCA GCCTGTGTGT GGGCGGCGTG
121	GCCCGGCTCT TTACCAAGGT GCAGCAGATC CGCAAGGAAG AACCCAACGT GCTGTTTTTG
181	GATGCCGGAG ACCAGTACCA GGGCACCATC TGGTTCACCG TTTACAAAGG CCTTGAAGTG
241	GCACACTTCA TGAACATCCT GGGCTACGAT GCTATGGCAC TGGGAAATCA TGAATTTGAT
301	AACGGTGTGG AAGGACTGAT TGATCCCCTC CTCAGAAACG TTAAATTTCC AATTCTGAGC
361	GCAAACATTA AGGCACGGGG GCCTCTAGCA CATCAGATAT CTGGACTTTT TCTGCCATCT
421	AAAGTTCTCT CTGTTGGCGG TGAGGTTGTG GGGATTGTTG GATATACTTC AAAGGAAACC
481	CCTTTCCTCT CAAATCCAGG GACAAATTTA GTCTTTGAAG ATGAAATCTC TGCATTGCAG
541	CCTGAAGTAG ATAAACTAAA GACGCTAAAT GTGAATAAGA TCATCGCCCT GGGGCACTCT
601	GGTTTTGAGA TGGACAAACT TATCGCTCAG AAAGTTCGAG GTGTGGACAT CGTGGTGGGA
661	GGACACTCCA ACACCTTTCT CTACACAGGA AATCCACCTT CCAAAGAAGT GCCTGCGGGG
72	1AAGTACCCAT TCATAGTCAC CGCAGATGAT GGACGGCAGG TGCCTGTGGT CCAGGCCTAT
781	GCCTTTGGCA AATACCTGGG CTACCTGAAG GTTGAGTTTG ATGATAAAGG CAATGTTATC
841	ACTTCCTATG GAAATCCCAT TCTTCTCAAC AGCAGCATTC CTGAAGATGC GACCATCAAA
901	GCAGACATTA ACCAATGGAG GATAAAATTA GATAATTATT CTACCCAGGA ACTCGGGAGA
961	ACGATCGTCT ACCTGGATGG CTCCACTCAG ACGTGCCGCT TCAGGGAATG CAACATGGGA
1021	AACCTGATCT GTGATGCCAT GATTAACAAC AACCTCAGAC ACCCAGATGA AATGTTTTGG
1081	AACCACGTGT CCATGTGCAT TGTAAACGGA GGTGGCATCC GGTCCCCCAT TGATGAGAAG
1141	AACAATGGTA CCATCACCTG GGAGAACCTG GCTGCTGTGC TGCCCTTTGG AGGGACATTT
1201	GACCTCGTCC AATTAAAAGG GTCCACCCTG AAGAAGGCTT TTGAGCACAG CGTGCATCGC
1261	TATGGCCAGT CCACCGGAGA GTTCCTGCAA GTGGGTGGAA TCCATGTGGT GTACGATATT
1321	AACCGAAAGC CCTGGAACAG AGTGGTCCAA TTAGAAGTTC TCTGCACCAA GTGTCGAGTG
1381	CCCATCTATG AGCCTCTTGA AATGGATAAA GTGTATAAAG TGACCCTCCC AAGCTATCTG
1441	GCCAACGGTG GAGATGGATT CCAGATGATA AAAGATGAAT TACTAAAGCA TGACTCTGGT
1501	GATCAAGATA TCAGCGTGGT TTCTGAATAC ATCTCAAAAA TGAAAGTAGT TTACCCAGCC
1561	GTTGAAGGGC GGATCAAGTT CTCTGCAGCA AGTTGGTCGC ATCCGCAGTT CGAGAAG

Translated protein sequence
Strep tag II: WSHPQFEK
1	SLVSAWELTI LHTNDVHSRL EQTSDDSTKC LNASLCVGGV ARLFTKVQQI RKEEPNVLFL
61	DAGDQYQGTI WFTVYKGLEV AHFMNILGYD AMALGNHEFD NGVEGLIDPL LRNVKFPILS
121	ANIKARGPLA HQISGLFLPS KVLSVGGEVV GIVGYTSKET PFLSNPGTNL VFEDEISALQ
181	PEVDKLKTLN VNKIIALGHS GFEMDKLIAQ KVRGVDIVVG GHSNTFLYTG NPPSKEVPAG
241	KYPFIVTADD GRQVPVVQAY AFGKYLGYLK VEFDDKGNVI TSYGNPILLN SSIPEDATIK
301	ADINQWRIKL DNYSTQELGR TIVYLDGSTQ TCRFRECNMG NLICDAMINN NLRHPDEMFW
361	NHVSMCIVNG GGIRSPIDEK NNGTITWENL AAVLPFGGTF DLVQLKGSTL KKAFEHSVHR
421	YGQSTGEFLQ VGGIHVVYDI NRKPWNRVVQ LEVLCTKCRV PIYEPLEMDK VYKVTLPSYL
481	ANGGDGFQMI KDELLKHDSG DQDISVVSEY ISKMKVVYPA VEGRIKFSAA SWSHPQFEK

Theoretical biophysical parameters

	pI	
	5.90 

	Mw (Da)
	59786.28 

	 at 280 nm (M-1 cm-1)
	67810



sCD73 NRAA (NR392/397AA) sCD73-Strep after signal peptide cleavage after furin cleavage.
Nucleotide sequence
1	AGCTTGGTAA GTGCCTGGGA GCTCACGATC CTGCACACAA ACGACGTGCA CAGCCGGCTA
61 	GAGCAGACCA GCGATGACTC CACCAAGTGC CTCAACGCCA GCCTGTGTGT GGGCGGCGTG
121 	GCCCGGCTCT TTACCAAGGT GCAGCAGATC CGCAAGGAAG AACCCAACGT GCTGTTTTTG
181 	GATGCCGGAG ACCAGTACCA GGGCACCATC TGGTTCACCG TTTACAAAGG CCTTGAAGTG
241 	GCACACTTCA TGAACATCCT GGGCTACGAT GCTATGGCAC TGGGAAATCA TGAATTTGAT
301 	AACGGTGTGG AAGGACTGAT TGATCCCCTC CTCAGAAACG TTAAATTTCC AATTCTGAGC
361 	GCAAACATTA AGGCACGGGG GCCTCTAGCA CATCAGATAT CTGGACTTTT TCTGCCATCT
421 	AAAGTTCTCT CTGTTGGCGG TGAGGTTGTG GGGATTGTTG GATATACTTC AAAGGAAACC
481 	CCTTTCCTCT CAAATCCAGG GACAAATTTA GTCTTTGAAG ATGAAATCTC TGCATTGCAG
541 	CCTGAAGTAG ATAAACTAAA GACGCTAAAT GTGAATAAGA TCATCGCCCT GGGGCACTCT
601 	GGTTTTGAGA TGGACAAACT TATCGCTCAG AAAGTTCGAG GTGTGGACAT CGTGGTGGGA
661 	GGACACTCCA ACACCTTTCT CTACACAGGA AATCCACCTT CCAAAGAAGT GCCTGCGGGG
721 	AAGTACCCAT TCATAGTCAC CGCAGATGAT GGACGGCAGG TGCCTGTGGT CCAGGCCTAT
781 	GCCTTTGGCA AATACCTGGG CTACCTGAAG GTTGAGTTTG ATGATAAAGG CAATGTTATC
841 	ACTTCCTATG GAAATCCCAT TCTTCTCAAC AGCAGCATTC CTGAAGATGC GACCATCAAA
901 	GCAGACATTA ACCAATGGAG GATAAAATTA GATAATTATT CTACCCAGGA ACTCGGGAGA
961 	ACGATCGTCT ACCTGGATGG CTCCACTCAG ACGTGCCGCT TCAGGGAATG CAACATGGGA
1021 	AACCTGATCT GTGATGCCAT GATTAACAAC AACCTCAGAC ACCCAGATGA AATGTTTTGG
1081 	AACCACGTGT CCATGTGCAT TGTAgctaGc GGTGGCATCg cGTCCCCCAT TGATGAGAAG
1141 	AACAATGGTA CCATCACCTG GGAGAACCTG GCTGCTGTGC TGCCCTTTGG AGGGACATTT
1201 	GACCTCGTCC AATTAAAAGG GTCCACCCTG AAGAAGGCTT TTGAGCACAG CGTGCATCGC
1261 	TATGGCCAGT CCACCGGAGA GTTCCTGCAA GTGGGTGGAA TCCATGTGGT GTACGATATT
1321 	AACCGAAAGC CCTGGAACAG AGTGGTCCAA TTAGAAGTTC TCTGCACCAA GTGTCGAGTG
1381 	CCCATCTATG AGCCTCTTGA AATGGATAAA GTGTATAAAG TGACCCTCCC AAGCTATCTG
1441 	GCCAACGGTG GAGATGGATT CCAGATGATA AAAGATGAAT TACTAAAGCA TGACTCTGGT
1501 	GATCAAGATA TCAGCGTGGT TTCTGAATAC ATCTCAAAAA TGAAAGTAGT TTACCCAGCC
1561 	GTTGAAGGGC GGATCAAGTT CTCTGCAGCA AGTTGGTCGC ATCCGCAGTT CGAGAAG

Translated protein sequence
Strep tag II: WSHPQFEK, Mutation
1 	SLVSAWELTI LHTNDVHSRL EQTSDDSTKC LNASLCVGGV ARLFTKVQQI RKEEPNVLFL
61 	DAGDQYQGTI WFTVYKGLEV AHFMNILGYD AMALGNHEFD NGVEGLIDPL LRNVKFPILS
121 	ANIKARGPLA HQISGLFLPS KVLSVGGEVV GIVGYTSKET PFLSNPGTNL VFEDEISALQ
181 	PEVDKLKTLN VNKIIALGHS GFEMDKLIAQ KVRGVDIVVG GHSNTFLYTG NPPSKEVPAG
241 	KYPFIVTADD GRQVPVVQAY AFGKYLGYLK VEFDDKGNVI TSYGNPILLN SSIPEDATIK
301 	ADINQWRIKL DNYSTQELGR TIVYLDGSTQ TCRFRECNMG NLICDAMINN NLRHPDEMFW
361 	NHVSMCIVAS GGIASPIDEK NNGTITWENL AAVLPFGGTF DLVQLKGSTL KKAFEHSVHR
421 	YGQSTGEFLQ VGGIHVVYDI NRKPWNRVVQ LEVLCTKCRV PIYEPLEMDK VYKVTLPSYL
481 	ANGGDGFQMI KDELLKHDSG DQDISVVSEY ISKMKVVYPA VEGRIKFSAA SWSHPQFEK

Theoretical biophysical parameters

	pI	
	5.90 

	Mw (Da)
	59786.28 

	 at 280 nm (M-1 cm-1)
	67810



PCR primers for genotyping and off-target analysis of TREM2H157Y mice
	
	Sequence (5’-3’)

	Trem2H157Y-OT1-for
	CTCCCCTGTAGCAAACCTGG

	Trem2H157Y-OT2-for
	TCCGCAATGCCTTGTGGTAA

	Trem2H157Y-OT3-for
	AGAACCTTTGCAGGAGTCAATCT

	Trem2H157Y-OT4-for
	TTCAGGCAGCCCAGATGTTT

	Trem2H157Y-OT5-for
	GCAGACTTCTCCCCAGGAAC

	Trem2H157Y-OT1-rev
	TAGAGGGTGGGAGGAGCAAA

	Trem2H157Y-OT2-rev
	TGCATTTCCCCGGAACAGAAA

	Trem2H157Y-OT3-rev
	TGGCCACAGGACAGCTACAT

	Trem2H157Y-OT4-rev
	CTCTCCTGTTCCTGTGCCTG

	Trem2H157Y-OT5-rev
	CGTTTGGGAACAGCAACTGG



Oligonucleotides used for cloning of Strep-tagged constructs
	Name
	Sequence

	HindIII_Strep_sTrem2_for
	TACGAAGCTTATGGTCGCATCCGCAGTTCGAGAAGTCCGGAGGCGGCGGTGGTCTT

	sTrem2_STOP_XhoI_rev
	CCTCCTCGAGTTAGTGTTCCACTTGGGCACCCT

	mNT5e_HindIII_for
	CGTACGAAGCTTGGTAAGTGCCTGGGAGC

	mNT5e_NR392-397AA_NheI_rev
	CCACCgCtagcTACAATGCACATGGACACGT

	mNT5e_NR392-397AA_NheI_for  
	TTGTAgctaGcGGTGGCATCgcGTCCCCCATTGATGAGAAG

	mNT5e_C-Strep_XhoI_rev
	CCCTCCTCGAGctaCTTCTCGAACTGCGGATGCGACCAACTTGCTGCAGAGAACTTGAT



